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Bacteriorhodopsin 
apo conformation NMR_ 206: 665 
CFOF! ATPase membrane coreconsti= 
tution 210: 287 
conformation NMR 210: 223 
conformation stability heat retinal 
207: 581 
Bacteroides 
cellulase complex oligosaccharide 
structure 205: 799 
Baculovirus 
vector silkmoth pheromone binding 
protein 203: 161 
Barium 
annexin V structure 210: 73 
Barley 
aspartic proteinase cDNA sequence 
202: 1021 
etioplast apoprotein translation chlo= 
rophyll a 205: 17 
gene glucanase isoenzyme GIII se= 
quence 209: 103 
photosystem I antenna protein 
206: 209 
Basement 
membrane binding heparan sulfate 
proteoglycan 208: 359 
membrane glycoprotein conformation 
calcium binding 205: 233 
membrane heparan sulfate proteogly= 
can 208: 359 
membrane organization nidogen urok= 
inase binding 207: 937 
Basic 
fibroblast growth factor cysteine 
stability 204: 649 
protease sequence Dichelobacter 
210: 13 
BCR 
receptor signal transduction review 
210: 381 
Bean 
lectin oligosaccharide structure 
204: 313 
Beck 
Kashin procollagen 3 processing 
fulvate 202: 114 
Bent 
conformation calmodulin mol dynam= 
ics 204: 931 
Benzoate 
deriv QSAR hydroxybenzoate hy= 
droxylase 206: 479 
Benzoyl 
CoA redn reductase ligase Pseudomo= 
nas 205: 195 
Benzyl 
alc phospholipid erythrocyte mem= 
brane 205: 155 
Berenil 
oligonucleotide complex structure 
NMR 204: 31 


Beta 
adrenergic stimulation neuroglia 
cAMP 209: 707 
BetaA4 
amyloid peptide filament formation 
Alzheimer 201: 61 
Betal 
adrenoceptor G protein binding 
204: 1169 
Bilayer 
membrane merocyanine absorption 
spectra 207: 1085 
Bile 
salt hydrolipstatin pancreas lipase 
conformation 205: 383 
Binary 
toxin Bacillus binding mosquito 
210: 585 
Bioactivity 
FGF carboxymethylated deriv 
204: 649 
neurotrophin recombinant 204: 745 
Biochem 
IUPAC IUBMB nomenclature 
204: | 
Bioenergetics 
cell review 208: 203 
Bioluminescence 
galactose dehydrogenase luciferase 
fusion product 204: 241 
Biotin 
contg malonate decarboxylase mecha> 
nism Malonomonas 207: 117 
Bird 
calponin SM22 isoform muscle mam= 
mal 205: 1067 
Bisethylspermine 
antitumor mechanism polyamine 
209: 689 
Bisphosphatase 
sedoheptulose wheat chloroplast 
sequence 205: 1053 
Blood 
coagulation factor prothrombin LW 
10082 203: 121 
coagulation factor XII domain 
208: 23 
factor Va inactivation protein C 
208: 171 
group glycopeptide small large intes= 
tine 203: 285 
group Lewis b glycosphingolipid 
203: 577 


group RhD monoclonal antibody 
sequence 207: 1115 
plasma fibronectin dimerization disul= 
fide bond 202: 597 
platelet actin binding G protein 
203: 347 
platelet aggregation arginine nitric 
oxide 202: 923 
platelet calcium protein kinase C 
205: 1003 
platelet phospholipase A2 203: 89 
204: 793 
platelet protein kinase cAMP cGMP 
205: 471 
pressure vasopressin antagonist struc= 
ture 201: 355 
BM40 
glycoprotein conformation calcium 
binding 205: 233 
Bombesin 
fructose enzyme liver fetus 207: 391 
receptor gene sequence guinea pig 
208: 405 
Bombyx 
glycine tRNA conformation NMR 
210: 671 
hemolymph serpin sequence 
202: 255 
silk gland DNA polymerase primase 
201: 431 
Bond 
cleavage oxidative iron actin 





203: 493 
deuterium hydrogen myoglobin IR 
205: 1061 
disulfide fibronectin dimerization 
blood plasma 202: 597 
disulfide spermadhesin AQN1 sperm 
205: 645 
Botulin 
A noradrenaline adrenal calcium 
207: 1009 
E sequence 204: 657 
Bradykinin 
phospholipase A2 keratinocyte 
202: 941 
Brain 
alk RNase inhibitor complex alumi= 
num 202: 107 
capillary pericyte glutamyl transpep= 
tidase 202: 42 
catechol methyltransferase recombi= 
nant 207: 813 
cytosol triiodothyronine binding 
protein 210; 79 
embryo synaptosome sialylation glu= 
tamyltranspeptidase 203: 669 
ganglioside binding protein I II 
210: 483 
inositol trisphosphate phosphatase | 
204: 1083 
membrane adenosine Al receptor 
206: 171 
membrane PACAP receptor 
202: 951 
membrane phosphatidylinositol kinase 
201: 2 
natriuretic peptide conformation 
201: 183 
protein AP47 sequence 202: 569 
protein kinase C inhibitor KCIP1 
206: 453 
RNase specificity 207: 1045 
somatostatin protease purifn specific= 
ity identification 208: 145 
spectrin actin neurofilament binding 
domain 205: 85 
sulfur cyclic ketimine mammal review 
202: 217 


Branched 


oligomannosy! oligosaccharide manno= 
<7 


sidase cytosol 202: 12 
Breast 
cancer cytosol NADP malic enzyme 
202: 681 
Brown 
adipocyte culture enzyme hormone 
203: 313 
adipose tissue uncoupling protein 
203: 295 
adipose tissue uncoupling protein 
conformation 210: 893 
Brush 
border protein membrane fusion 
intestine 201: 273 
Bubalus 
Hb isoform ligand binding thermodn 
204: 509 
Buffalo 
water ruminant Hb evolution 
204: 509 
Bullfrog 
gonadotropin alpha subunit sequence 
203: 185 
lutropin beta subunit sequence 
205: 105 
Butanol 
oxidoredn liver cytosol alc dehydroge 
nase 204: 353 
Butyldeoxynojirimycin 
transferrin receptor expression 
208: 187 
Butylhydroperoxide 
metab liver cell vol 209: 437 
Butyrate 
threonine conversion Clostridium 
enzyme 206: 547 
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Butyrobetaine 
hydroxylase peroxisome carnitine 
formation 203: 599 
Butyrylcholinesterase 
active site photoaffinity label 
203: 475 206: 995 
B870 
light harvesting protein structure 
function 202: 277 
Cadmium 
metallothionein phosphate assocn 
dimerization lung 205: 1131 
phytochelatin complex Schizosaccha= 
romyces 207: 201 
Calbindin 
D9k mutant EF hand calcium 
202: 1283 
Calcitonin 
eel structure activity relationship 
201: 607 
Calcium 
annexin V structure 210: 73 
ATPase catalytic cycle dodecylmalto= 
side 209: 1023 
ATPase chicken heart digoxigenin 
receptor 205: 269 
binding lactalbumin fluo3 fluorometry 
202: 1333 
binding osteonectin conformation 
205: 233 
binding protein cDNA sequence Eu= 
glena 210: 721 
binding sarcoplasmic reticulum AT= 
Pase pressure 202: 551 
binding site annexin II 207: 923 
binding site calmodulin Drosophila 
205: 1107 
binding S100P protein placenta 
207: 541 
cytosol nucleus leukemia cell 
209: 745 
EF hand calbindin D9k mutant 
202: 1283 
homeostasis platelet cyclic nucleotide 
207: 607 
IgE mast cell phospholipase D 
207: 163 
ionophore pulmonary endothelium 
phospholipase 206: 965 
leukocyte colony stimulating factor 
kinase 204: 705 
muscle contraction troponin 
205: 985 
NADPH NADH dehydrogenase mito 
chondria 202: 617 
NSCP protein thermodn 208: 133 
pH phosphorylation phosphoenolpy= 
ruvate carboxylase Sorghum 
210: 531 
photosystem II chlorophyll binding 
protein 201: 515 
platelet protein kinase C 205: 1003 
proopiomelanocortin processing pitui 
tary enzyme 201: 85 
protein kinase C activation dioleoyl= 
glycerol 208: 327 
pump ATPase acidic phospholipid 
204: 939 
pump isoform 2 sequence microhete 
rogeneity 205: 333 
pump sarcoplasmic reticulum pro= 
caine inhibition 202: 559 
pump Schizosaccharomyces gene 
cta3 ATP 207: 1003 
release channel adenosine oligopho= 
soadenosine muscle 205: 979 
site myosin light chain hybrid 
204: 85 
transport ATPase inhibition affinity 
labeling 205: 173 
almodulin 
bent extended conformation mol 
dynamics 204: 931 
calcium pump phospholipid erythro= 
cyte 204: 939 


KEYWORD INDEX 


Drosophila calcium binding site 
205: 1107 
sequence Euglena 205: 653 
subunit protein phosphatase 2B se= 
quence 204: 713 
Calorimetry 
stefin A B heat denaturation 
210: 217 
Calpain 
activator protein muscle 202: 1177 
adrenergic agonist muscle hypertro= 
phy calpastatin 208: 333 
Calpastatin 
adrenergic agonist muscle hypertro> 
phy calpain 208: 333 
Calponin 
SM22 isoform muscle bird mammal 
205: 1067 
cAMP 
adipocyte adrenergic receptor 
205: 867 
beta adrenergic stimulation neuroglia 
209: 707 
binding protein membrane anchor 
Saccharomyces 202: 299 
insulin glucokinase gene hepatocyte 
210: 365 
phenylalanine hydroxylase phospho= 
rylation hepatocyte phenylalanine 
206: 161 
platelet calcium homeostasis 
207: 607 
protein kinase platelet 205: 471 
receptor Dictyostelium ras gene 
208: 235 
amptothecin 
resistant DNA topoisomerase I human 
202: 835 
‘ancer 
breast cytosol NADP malic enzyme 
202: 681 
daunorubicin transport P glycoprotein 
kinetics 207: 567 
inflammation protein hybrid uPA 
PAI 207: 177 
andida 
acetoacetyl CoA thiolase gene se= 
quence 210: 999 
glucosidase sequence precursor pro> 
cessing 202: 657 


ap 

mRNA beta globin binding protein 
201: 139 

mRNA elF4E elF4F elF4B 208: 581 

apillary 

pericyte brain glutamyl transpepti= 
dase 202: 421 


apsicum 
phytoene phytofluene desaturase 
cDNA sequence 209: 399 
Capsule 
antigen Actinobacillus structure 
210: 119 
polysaccharide structure Actinobacil= 
lus 204: 225 
Carbachol 
heart membrane G protein GTP 
204: 725 
Carbamoy! 
phosphate synthetase II regulation 
mammal 207: 957 
Carbamoyltransferase 
ornithine sequence mitochondria 
targeting Schizosaccharomyces 
205: 33 
Carbohydrate 
acidic hexasaccharide submaxillary 
mucin 207: 973 
ATP citrate lyase liver 209: 217 
chain acid structure glycoprotein 
PZP3 209: 883 
crosslink lectin galactose acetylgalac= 
tosamine 208: 179 
structure chorionic gonadotropin 
choriocarcinoma 205: 785 
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structure thrombinlike serine protease 
Agkistrodon 205: 961 
Carbon 
centered substrate radical methane 
monooxygenase 210: 67 
dioxide fixation Chloroflexus Ther= 
moproteus 205: 853 
monoxide dehydrogenase EPR Meth= 
anothrix 202: 1291 
monoxide dehydrogenase prismane 
protein Desulfovibrio 208: 435 
monoxide Hb A NMR _ 205: 661 
monoxide recombination myoglobin 
Hb model 205: 621 
13 NMR yeast metab 201: 715 
Carbonic 
anhydrase binding hydrogen sulfide 
nitrate 210: 867 
anhydrase cobalt acetate formate 
interaction 208: 607 
anhydrase II III active site 201: 417 
Carbonyl 
reductase liver dihyrodiol dehydroge= 
nase activity 205: 1155 
reductase prostaglandin ketoreductase 
identity 206: 491 
Carboxy 
terminal autocatalytic processing 
Kex2p endoprotease 204: 121 
terminal protein sequence detn 
206: 691 
terminus lipoamide dehydrogenase 
Azotobacter 207: 499 
Carboxykinase 
phosphoenolpyruvate hepatocyte 
fetus glucagon 210: 1053 
phosphoenolpyruvate mRNA hepato= 
cyte glucose 202: 985 
Carboxyl 
interaction phosphofructokinase 
active site mechanism 207: 1109 
residue flavodoxin ferredoxin NADP 
reductase 203: 373 
terminal domain DNA polymerase 
Streptococcus 201: 147 
Carboxylase 


acetyl CoA liver diurnal phosphoryla= 


tion 203: 615 
acetyl CoA translation mRNA rat 
201: 119 
phosphoenolpyruvate essential histi= 
dine 202: 797 
phosphoenolpyruvate phosphorylation 
kinase CAM Mesembryanthemum 
209: 95 
phosphoenolpyruvate phosphorylation 
regulation Sorghum 204: 821 
ribulose bisphosphate activase 
204: 901 
ribulose bisphosphate conformation 
aspartate 206: 729 
ribulose bisphosphate oxygenase 
binding phosphogluconate 
208: 721 
Carboxylate 
essential Sl nuclease zinc binding 
210: 437 
Carboxylesterase 
isoenzyme diverse retention sequence 
liver 206: 801 
isoenzyme substrate 206: 527 
Carboxymethylated 
deriv FGF stability bioactivity 
204: 649 
Carboxypeptidase 
A aminophenylethy! phospiionate 
crystal structure 203: 173 
recombinant sol form Escherichia 
204: 197 
Sulfolobus 206: 349 
T conformation Thermoactinomyces 
208: 281 
Y hydrolysis aminolysis mechanism 
210: 467 
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Carboxyphosphonoenolpyruvate 
mutase sequence mechanism Strepto= 
myces 209: 735 
Carcinogenesis 
inflammatory mediator lung cyto> 
chrome 208: 521 
Cardiolipid 
mitochondria protein interaction 
209: 423 
Cardiolipin 
detn mitochondria spectrophotometry 
209: 267 
mitochondria preprotein import con= 
formation competence 210: 831 
Carnitine 
formation peroxisome butyrobetaine 
hydroxylase 203: 599 
Carnosine 
methyltransferase muscle 210: 311 
Carotene 
zeta formation Capsicum chromoplast 
desaturase 209: 399 
Carrageenase 
kappa Cytophaga like marine bacteria 
201: 241 
Carrier 
aspartate glutamate active site topol 
210: 269 
Carrot 
fructofuranosidase isoenzyme 
204: 915 
PCNA protein cDNA sequence em= 
bryogenesis 203: 367 
protein formation elongation factor 
gene 209: 157 
Cartilage 
chondroitin sulfate proteoglycan 
structure 202: 805 
matrix antileukoprotease leukocyte 
207: 773 
CasA 
glucanase Streptomyces 202: 367 
Cascade 
enzyme effector modifier enzyme 
model 204: 807 
Casein 
alphas2 gene mRNA sheep 201: 633 
beta gene goat expression mouse 
205: 887 
disulfide parallel antiparallel align= 
ment 203: 381 
kappa multimerization disulfide 
group 207: 215 
kinase I] Nmyc protein phosphoryla= 
tion 209: 945 
kinase IIB corn 204: 299 
kinase recognition site T antigen 
203: 239 
kinase specificity conformation sub= 
unit role 204: 293 
kinase substrate polylysine 205: 939 
kinase Vpu protein phosphorylation 
HIV1 204: 875 
Catabolite 
repression yeast review 206: 297 
Catalyst 
enzyme like design semisynthetic 
oxidase 203: 543 
Catalytic 
site ATPase subunit I Halobacterium 
207: 369 
Catechol 
methyltransferase formation micro= 
some membrane insertion 
202: 1013 
methyltransferase recombinant brain 
207: 813 
Catecholamine 
glycolysis heart enzyme 202: 913 
lipid metab adipocyte adrenoceptor 
205: 867 
secreting cell protein insulin 
208: 729 
tyrosine hydroxylase isoenzyme 
209: 249 


Cathepsin 
B protein degrdn liver lysosome 
209: 223 
G inhibition recombinant aprotinin 
202: 95 
G vimentin specific myeloid leukemia 
205: 947 
H aminopeptidase mechanism kinet= 
ics 210: 759 
J liver 204: 381 
Cation 
binding domain cytochrome b5 
203: 211 
binding NSCP protein thermodn 
Nereis 208: 133 
divalent inactivation lipoxygenase 
210: 109 
divalent interaction chlorophyll bind= 
ing protein 201: 515 
divalent tyrosine hydroxylase isoform 
reconstitution 210: 23 
transport proton animal respiration 
202: 121 
Cattle 
cytochrome P450IID cDNA sequence 
microheterogeneity 208: 739 
lactalbumin gene cloning Saccharo= 
myces 202: 471 
CCAAT 
box promoter proacrosin gene 
207: 27 
enhancer binding protein gene mouse 
208: S501 
CCK 
A recepotor sulfhydryl histidine argi= 
nine 203: 521 
CD 
methylhydroxyellipticinium intercala= 
tion DNA 204: 1035 
Soret magnetic myoglobin histidine 
210: 337 
spectroscopy echistatin secondary 
structure 202: 329 
Cdc2 
cdk2 histone H1 kinase cyclin 
205: 537 
kinase form monoclonal antibody 
207: 169 
Cdk2 
cdc2 histone H1 kinase cyclin 
205: 537 
cDNA 
achacin sequence cloning Achatina 
209: 
alc dehydrogenase sequence duck 
203: 449 
alliinase sequence Allium 209: 751 
ammodytin 12 sequence venom Vipera 
204: 1057 
aspartate aminotransferase isoenzyme 
sequence Panicum 204: 611 
aspartic proteinase sequence barley 
202: 1021 
ATP citrate lyase sequence human 
204: 491 
ATPase isoform 2 sequence human 
205: 333 
axonin | sequence axon chicken 
204: 453 
calcium binding protein sequence 
Euglena 210: 721 
carboxylesterase isoform sequence 
liver 206: 801 
carrot PCNA protein sequence em= 
bryogenesis 203: 367 
chaperonin 60 isoform sequence 
pumpkin 209: 453 
collagen IX subunit sequence 
205: 443 
collagen XIV chain chicken sequence 
201: 333 
cuticle proteinase Pr! sequence Meta= 
rhizium 204: 991 
cytochrome P450IID sequence micro= 
heterogencity cattle 208: 739 





1148 


fetuin rat liver sequence 204: 523 
G protein sequence Asterina 
207: 833 
gene TPS1 sequence Saccharomyces 
209: 951 
histone H2A sequence Leishmania 
205: 211 
HSP47 protein sequence mouse 
206: 323 
iron sulfur protein human sequence 
201: 547 
lectin snowdrop cloning sequence 
202: 2 
lipase sequence horse pancreas 
206: 279 
lipoxygenase L 2 sequence rice 
206: 331 
metallothionein isoform MTO se= 
quence human 209: 999 
mouse alpha2 macroglobulin sequence 
210: 319 
oocyte specific protein sequence 
Xenopus 206: 673 
pea mitochondria dihydrolipoamide 
dehydrogenase sequence 204: 865 
peptidylhydroxyglycine lyase Xeno= 
pus skin sequence 201: 551 
phosphofructokinase rat liver se> 
quence 202: 293 
phospholipase B sequence Penicillium 
202: 783 
phospholipase C beta3 sequence 
human 210: 521 
protein kinase C isoenzyme mouse 
202: 931 
protein phosphatase sequence cilia 
Paramecium 209: 43 
protein SCP2 rat sequence 201: 233 
PRP protein sequence mouse 
204: 591 
ribosome protein PR17 sequence rat 
203: 341 
sedoheptulose bisphosphatase wheat 
chloroplast sequence 205: 1053 
sequence Arabidopsis 205: 417 
sequence cystatin | precursor corn 
209: 933 
sequence phytoene phytofluene desa= 
turase Capsicum 209: 399 
sequence type XIV collagen chicken 
207: 549 
sequence vigilin chicken chondrocyte 
206: 625 
S100P protein sequence placenta 
human 207: 541 
tenascin sequence pig 202: 643 
transglutaminase sequence aorta 
202: 15 
UbCEPS2 protein sequence Chlamy= 
domonas 202: 197 
CDw50 
antigen phosphorylation expression 
protein kinase 203: 321 
CD4 
antigen gene transcription myeloid 
differentiation 207: 321 
Cecropia 
immunity antibacterial protein review 
201: 2 
immunoresponsive factor nuclear 
factor kappaB 294: 885 
Cecropin 
C gene Drosophila sequence 
204: 395 
P! conformation mammal 209: 163 
Cell 
adhesion fibril collagen Riftia 
210: 839 
adhesion RGD peptide deriv structure 
210: 911 
bioenergetics review 208: 203 
bound glucoamylase precursor se 
quence Clostridium 207: 413 
calcium confocal fluorescence micros< 
copy 209: 745 


Eur. J. Biochem., Vols. 201-210, 1991-1992 


cycle histone H1 gene transcription 
208: 775 
cycle S phase DNA repair 204: 267 
cycle topoisomerase I liver 210: 359 
epithelial desmin vimentin gene regu= 
lation 210: 509 
growth nucleus mitochondria gene 
expression 207: 253 
growth short chain ceramide lipid 
210: 765 
growth tenascin 209: 1041 
line insect fucosyltransferase 
207: 987 
mammal DNA transfection elec field 
206: 115 
membrane cAMP receptor yeast 
202: 299 
membrane catechol methyltransferase 
recombinant 207: 813 
membrane neutrophil NADPH oxi= 
dase inhibition 208: 61 
nucleus heat transition component 
208: 17 
proliferation leukocyte ferricyanide 
redn ascorbate 206: 807 
surface antigen rare monoclonal anti= 
body 208: 1 
tumor replication hypoxia gene ex= 
pression 210: 389 
wall pectin methyl esterase polyamine 
205: 711 
3T3 expression chicken collagen gene 
209: 785 
Cellobiose 
dehydrogenase oxidase Phanerochaete 
207: 103 
oxidase Fentons reagent prodn Phan= 
erochaete 208: 807 
oxidase iron redn Phanerochaete 
205: 133 
Cellulase 
complex oligosaccharide structure 
Bacteroides 205: 799 
Cellulomonas 
glucanase CenA 202: 367 
Cellulose 
DEAE choline binding protein fusion 
203: 153 
CenA 
glucanase Cellulomonas 202: 367 
Centruroides 
venom toxin immunol characterization 
204: 281 
Cephalosporinase 
specificity glutamate 219 replacement 
Citrobacter 207: 1123 
Ceramide 
kidney 209: 305 
short chain lipid cell growth 
210: 765 
tapeworm 207: 1053 
Cerebellum 
development protein V1 sequence 
207: 615 
Cerebratulus 
neurotoxin B IV structure 210: 231 
Ceruloplasmin 
copper albumin complex plasma 
210: 635 
Cestode 
glycosphingolipid 207: 1053 
Cfos 
expression muscle angiotensin 
206: 367 
CFTR 
glycophosphoprotein mRNA tissue 
206: 137 
CFOF1 
ATPase ATP formation light chloro= 
plast 210: 287 
CFI 
ATPase activation ATP noncatalytic 
site 209: 681 
cGMP 
activation protein kinase mammal 
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202: 1339 

kinase isoenzyme detection organ 
208: 467 

platelet calcium homeostasis 
207: 607 

protein kinase platelet 205: 471 


Chain 


B1 laminin recombinant structure 
209: 571 

conformation lipoteichoic acid 
202: 1269 

glyceride liver lipogenic enzyme gene 
208: 381 


Channel 


calcium release adenosine oligopho> 
soadenosine muscle 205: 979 

potassium blocker chloroplast ATPase 
210: 257 

potassium voltage nerve review 
202: 701 

proton cytochrome c redox state 
204: 337 

transport gap junction connexon 
voltage 210: 249 


Channeling 


metab pool size 204: 257 


Chaperonin 


60 sequence heat stress pumpkin 
209: 453 


Charge 


recombination reaction center qui= 
none Chloroflexus 202: 625 


Chick 


alpha actinin isoform sequence 
210: 801 


Chicken 


ATPase calcium heart digoxigenin 
receptor 205: 269 

axon axonin | cDNA sequence 
204: 453 

chondrocyte vigilin cDNA sequence 
206: 625 

collagen alphal VI gene promoter 
208: 769 

collagen gene stable expression mouse 
209: 785 

collagen IX subunit sequence 
205: 443 

collagen VI gene organization 
205: 5 

cystatin variant sequence synthetic 
gene 209: 837 

embryo fibroblast growth factor 
207: 147 

skin FACIT collagen XIV gene 
201: 333 

type XIV collagen sequence 207: 549 

tyrosine kinase gene tkl protein 
208: 91 

vigilin gene sequence evolution 
209: 321 


Chimera 


plasminogen activator antifibrin 
antibody fibrinolytic 210: 945 

urokinase plasminogen activator 
antibody thrombolytic 205: 139 


Chitinase 


multiple form Trichoderma 206: 859 


Chitobiose 


core oligosaccharide mannosidase 
specificity liver 208: 451 


Chitotrisaccharide 


binding lysozyme site conformation 
change 210: 351 


Chlamydomonas 


alanine aminotransferase 202: 881 

gametogenesis cytochrome complex 
inactivation 204: 327 

UbCEPS2 protein cDNA sequence 


202: 197 


Chlorination 


stability hemimyeloperoxidase dimer 
205: 737 


Chloroflexus 


bacteriochlorophyll c protein chloro= 
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some 204: 685 
carbon dioxide fixation 205: 853 
reaction center quinone charge re= 
combination 202: 625 
Chlorophyll 
a apoprotein translation barley etio= 
plast 205: 17 
binding protein photosystem II 
201: 515 


light harvesting binding protein 


Chloroplast 
ATPase activation ATP noncatalytic 
site 209: 681 
ATPase potassium channel blocker 
210: 257 
CFOF1 ATPase ATP formation light 
210: 287 
fatty acid synthetase repression Eu= 
glena 202: 515 
glyceraldehyde phosphate dehydroge= 
nase phosphoribulokinase spinach 
202: 1239 
photosystem II antenna protein 
204: 317 
targeting domain plastocyanin precur= 
sor conformation 207: 671 
wheat sedoheptulose bisphosphatase 
sequence 205: 1053 
Chlorosome 
bacteriochlorophyll c protein Chloro= 
flexus 204: 685 
Chlorotrifluoroethane 
halothane metab kidney 207: 229 
CHO 
mutant membrane cholesterol glycer= 
ide 205: 827 
Cholecystokinin 
A receptor structure activity 
203: 521 
gastrin amphibian reptile 207: 419 
receptor pancreas age glycoprotein 
204: 273 
Cholera 
toxin ADP ribosylation G protein 
202: 635 
toxin transducin ADP ribosylation 
210: 33 
Cholesterol 
acyltransferase regulation liver micro= 
some 204: 203 
hepatocyte lipoprotein receptor regu= 
lation 206: 973 
membrane CHO mutant 205: 827 
phosphatidylcholine exchange brush 
border protein 201: 273 
Choline 
binding protein fusion DEAE cellu= 
lose 203: 153 
Cholinergic 
receptor epitope monoclonal antibody 
207: 915 
receptor gene expression protein 
kinase 202: 813 
Cholinesterase 
active site photoaffinity labeling 
203: 475 206: 995 
Chondrocyte 
osteonectin heat 205: 569 
vigilin cDNA sequence chicken 
206: 625 
Chondroitin 
chondroitin sulfate conformation 
aggregation 209: 675 
sulfate proteoglycan EHS cell line 
204: 401 
sulfate proteoglycan oversulfated 
skin squid 204; 553 
sulfate proteoglycan structure carti= 
lage 202: 805 
Choriocarcinoma 
cell aromatase P450 gene enhancer 
205: 303 
chorionic gonadotropin carbohydrate 
structure 205: 785 
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Chorionic 
gonadotropin carbohydrate structure 
choriocarcinoma 205: 785 
Chromatin 
ribosomal protein gene Tetrahymena 
210: 621 
structure chromosome restriction 
enzyme 202: 441 
Chromatium 
cytochrome NMR spectrometry 
204: 107 
polyhydroxybutyrate biosynthesis 
gene sequence 209: 135 
Chromatog 
dye carboxypeptidase recombinant 
form Escherichia 204: 197 
isolation eukaryote mRNA polyade= 
nylation factor 202: 765 
liq affinity metal ion 210: 177 
liq dTDP deoxyxylohexulose rham= 
nose 204: 539 
liq inositol phosphate metabolite 
detn 207: 359 
liq ion exchange elF2 208: 73 
liq tenascin purifn 205: 545 
liq tubulin yeast 210: 343 
metal affinity lysozyme histidine 
topol 202: 1115 
Chromoplast 
desaturase zeta carotene formation 
Capsicum 209: 399 
Chromosome 
chromatin structure restriction en= 
zyme 202: 441 
ferrochelatase gene mapping human 
205: 217 
gene APE2 Saccharomyces 202: 993 
replication nucleus matrix 209: 503 
Chronic 
granulomatous disease superoxide 
oxidase 202: 649 
Chylomicron 
remnant receptor liver 205: 775 
Chymotrypsin 
activity probe multicatalytic protei= 
nase inhibitor 209: 629 
entrapment surface modified poly= 
meric nanogranule 210: 751 
inhibitor protein sequence hemolymph 
silkworm 202: 255 
kinetics mechanism reverse micelle 
208: 165 
Cilia 
dynein ATPase Tetrahymena micro= 
tubule 206: 911 
protein phosphatase cDNA sequence 
Paramecium 209: 43 
Ciliary 
neurotrophic factor gene sequence 
human 201: 289 
Ciona 
Herdmania sulfated polysaccharide 
204: 669 
Cis 
prenyl transferase liver microsome 
202: 789 
Citrate 
ATP lyase sequence 204: 491 
synthase hydrolase Sulfolobus 
208: 459 
Citrobacter 
cephalosporinase specificity glutamate 
219 replacement 207: 1123 
Citrulline 
ornithine carrier liver mitochondria 
207: 449 
Clathrin 
assocd assembly protein mammal 
yeast 202: 569 
Clearance 
receptor atriopeptin oxidized analog 
203: 425 
Cleavage 
UV myosin subfragment | 201: 409 


Cloning 

Aedes dihydrofolate reductase gene 
201: 157 

ciliary neurotrophic factor gene hu= 
man 201: 289 

epidermin biosynthetic gene Staphy= 
lococcus 204: 57 

Ervthrina lectin gene Escherichia 

5: 575 


Escherichia choline binding fusion 
protein 203: 153 

gene prismane protein Desulfovibrio 
210: 983 

HgiCl restriction modification system 
Herpetosiphon 202: 1247 

lectin cDNA snowdrop 202: 23 

luminescence gene lux Photobacterium 
201: 161 

PEP phosphotransferase operon 
bacteria 204: 963 

phytoene phytofluene desaturase 
recombinant cDNA 209: 399 

recombinant baculovirus pheromone 
binding protein 203: 161 

Saccharomyces cattle lactalbumin 
gene 202: 471 

Saccharomyces gene wheat germ 
agglutinin 210: 989 

sequence achacin cDNA Achatina 
209: | 

sequence polyhydroxyalkanoate gene 
Pseudomonas 209: 15 

sequence pyrophosphatase gene Ther= 
moplasma 209: 351 

tachykinin receptor gene mouse 
203: 625 

Thermus protein formation factor 
EFTu 207: 839 

Clostridium 

endoglucanase D conformation dena= 
turation 205: 369 

ferredoxin iron sulfur cluster NMR 
204: 831 

gene licB glucanase sequence 

204: 13 


glutamate dehydrogenase essential 
lysine 207: 533 
glutamate dehydrogenase gene gdh 
sequence 206: 151 
glutamate mutase 205: 759 
lactyl CoA dehydratase stereochem 
mechanism 206: 547 
methyleneglutarate mutase adenosyl= 
cobalamin cobalamin 205: 767 
Neurospora glutamate dehydrogenase 
conserved structure 209: 851 
thermophilic glucoamylase precursor 
sequence 207: 413 
Cluster 
iron sulfur complex I mitochondria 
209: 1019 
Clypeaster 
sperm activating peptide receptor 
206: 887 
CMP 
acetylneuraminic acid hydroxylase 
liver 206: 269 
sialic acid carrier cell 203: 269 
cMyc 
gene phosphoprotein lymphoma pro> 
tein kinase 206: 595 
gene transcribed nontranscribed 
compartmentation 207: 887 
Cnidaria 
collagen heterotrimer 203: 179 
CoA 
acetyl carboxylase mRNA translation 
rat 201: 119 
hexadecanedionoate beta oxidn per= 
oxisome 208: 301 
Coagulation 
blood factor XII domain 208: 23 
factor Va inactivation protein C 
208: 171 
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Coat 
protein conformation CCMV virus 
201: 489 
surface layer phage fd subtilisin 
210: 431 
Cobalamin 
methyleneglutarate mutase Clostridi= 
um 205: 767 
Cobalt 
carbonic anhydrase acetate formate 
interaction 208: 607 
zinc metallothionein binding 
209: 335 
Coeff 
flux control metab enzyme model 
210: 147 
Coenzyme 
B12 methyleneglutarate mutase Clos 
tridium 205: 767 
F420 hydrogen forming methylenetet= 
rahydromethanopterin dehydroge-= 
nase 202: 1205 
F420 reduced dehydrogenase Metha= 
nolobus 203: 527 
F430 methyl CoM reductase substrate 
210: 101 
ofactor 
domain alc dehydrogenase aspartate 
function 202: 263 
site glutamate semialdehyde amino 
transferase Synechococcus 
206: 579 
oimmobilization 
creatine kinase myosin ATPase cou 
pling 207: 951 
old 
adaptation pig Hb oxygenation en 
thalpy 209: 773 
olicin 
A pore domain conformation mem 
brane 202: 1299 
E9 immunity protein Escherichia 
207: 687 
E9 immunity protein interaction 
210: 923 
ollagen 
alphal VI gene promoter chicken 
208: 769 
binding domain fibronectin collage 
nase plasma 201: 79 
chain sequence Riftia 210: 839 
formation A204 cell 210: 329 
gene chicken stable expression mouse 
209: 785 
heparan sulfate proteoglycan 
208: 359 
heterotrimer subunit sea pen 
203: 179 
HSP47 protein cDNA sequence mouse 
206: 323 
1X alpha3 subunit sequence 
205: 443 
type XII proteoglycan fibroblast 
207: 84 
type XIV chicken sequence 207: 549 
VI gene organization chicken 
205: 583 
VIII gene sequence mouse 207: 895 
von Willebrand factor binding 
205: 363 
X gene sequence mapping 206: 217 
XIV chain cDNA chicken sequence 
201: 333 
ollagenase 
fibronectin collagen binding domain 
plasma 201: 79 
olony 
stimulating factor glycosylation 
203: 663 
stimulating factor glycosylation liver 
yeast 205: 1163 
stimulating factor leukocyte protein 
kinase 204: 705 
Complement 
Clq C chain sequence mouse 
209: 129 
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Complex 
I iron sulfur cluster mitochondria 
209: 1019 
I NADH dehydrogenase plant mito= 
chondria 208: 481 
oligonucleotide platinum NMR proton 
205: 895 
Computer 
program voltammetry cytochrome c3 
202: 385 
simulation mol dynamics review 
204: 947 
Con 
A neutrophil tyrosine phosphorylation 
206: 895 
Concanamycin 
B macrophage oxidized lipoprotein 
antiatherosclerotic 207: 383 
Condensation 
conformation assisted cytochrome c 
204: 631 
Confocal 
fluorescence microscopy calcium cell 
209: 745 
Conformation 
actin mutagenesis 209: 171 
aggregation chondroitin chondroitin 
sulfate 209: 675 
alk phosphatase placenta germ cell 
202: 605 
amicyanin NMR Thiobacillus 
201: 695 
ammineplatinum oligonucleotide 
205: 895 
amylase inactivation Bacillus 
203: 225 
antifreeze polypeptide ice crystn 
flounder 202: 1057 
apolipoprotein CII carboxyl terminus 
fragment 205: 223 
aspartate aminotranferase tryptophan 
phosphorescence Escherichia 
209: 759 
aspartate aminotransferase proteolysis 
Sulfolobus 204: 1183 
assisted condensation cytochrome c 
204: 631 
bacterioopsin NMR 206: 665 
bacteriorhodopsin stability heat reti 
nal 207: 581 
bent extended calmodulin mol dy 
namics 204: 931 
brain natriuretic peptide 201: 183 
carboxypeptidase T Thermoactino 
myces 208: 281 
casein kinase subunit role 204: 293 
cecropin Pl! mammal 209: 163 
change lysozyme site chitotrisacchar 
ide binding 210: 351 
class prediction protein equation 
207: 429 
colicin A pore domain membrane 
202: 1299 
competence preprotein import mito 
chondria cardiolipin 210: 831 
cytochrome c phenylalanine 201: 211 
cytochrome c redox 206: 721 
cytochrome oxidase lysozyme NMR 
208: 713 
cytochrome P 450scc spin equil 
207: 75 
cytochrome P 450scc spin transition 
207: 69 
echistatin NMR 202: 315 202: 323 
echistatin spectroscopy 202: 329 
EF hand calbindin D9k mutant 
202: 1283 
endoglucanase D denaturation Clos 
tridium 205: 369 
enzyme activation denaturant org 
solvent 205: 509 
gene nef protein function HIV! 
205: 1115 
gene V protein NMR M13 202: 349 
glucoamylase stability glycosylation 
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207: 661 
glycine tRNA NMR Bombyx 
210: 671 
helix dynamics bacteriorhodopsin 
210: 223 
HPr protein Escherichia 203: 483 
IgE receptor gamma subunit 207: 51 
influenza virus hemagglutinin peptide 
immunogenicity 206: 421 
insulin monomer 202: 447 
interferon alpha2 210: 953 
juvenile hormone binding protein 
Galleria 201: 347 
laminin BI chain recombinant 
209: 571 
lipase pancreas hydrolipstatin bile 
salt 205: 383 
lipoamide dehydrogenase Azotobacter 
carboxy terminus 207: 499 
lipoamide dehydrogenase redox Azo= 
tobacter 202: 1049 
lipoate acetyltransferase lipoy! domain 
201: 203 
lipoteichoic acid chain 202: 1269 
magnesium ATP nucleotidyl phos= 
phonyl transferase 205: 59 
melanin concg hormone core 206: 23 
mouse monoclonal IgG2a low pH 
201: 223 
myosin S] ATPase nucleotide muscle 
209: 829 
NADPH pyrophosphate moiety dihy= 
drofolate reductase 204: 173 
neuropeptide Y 205: 1099 206: 39 
neutral protease Bacillus 207: 781 
nisin NMR 202: 1181 
osteonectin calcium binding 205: 233 
PAI | SDS 209: 985 
phosphocarrier protein HPr 210: 881 
phosphoglycerate kinase domain 
interaction yeast 202: 1157 
phosphoglycerate kinase phenylala= 
nine yeast 205: 93 
phosphoglycerate kinase waist region 
substrate 208: 115 
plastocyanin precursor chloroplast 
targeting domain 207: 671 
polynucleotide UV spectrometry 
210: 205 
porin PhoE precursor 208: 419 
propylamine transferase temp Sulfo= 
lobus 204: 473 
protein H FABP NMR 210: 901 
protein HBsu salt concn 204: 1049 
protein helix periodicity 207: 39 
protein weighting method 210: 747 
proteinase inhibitor alphal variant 
202: 1147 
protonation redox behavior cyto= 
chrome c3 202: 1101 
pyridine nucleotide transhydrogenase 
glycine NADPH 207: 733 
PZP protein alpha2 macroglobulin 
mechanism 210: 1071 
recombinant hirudin 202: 67 
retinol binding protein rainbow trout 
210: 937 
RNA domain coat protein virus 
201: 489 
RNase Fl 208: 41 
RNase H Escherichia serine mutation 
206 7 
RNase T!1 AMP complex 201: 199 
rRNA pea aphid 202: 827 
Rubisco aspartate 206: 729 
secondary hydroxyphenylpyruvate 
dehydrogenase Pseudomonas 
205: 459 
secondary trp repressor NMR Escher= 
ichia 204: 137 
soln actinomycin D NMR _ 209: 181 
soln neuropeptide Y 209: 765 
stefin A B heat denaturation 
210: 217 


surfactant assocd protein C 203: 201 
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transition propylamine transferase 
thermodn Sulfolobus 204: 483 

tricholongin B I II Trichoderma 
201: 661 

tRNA like RNA review 201: 303 

trp repressor tryptophan analog tran= 
scription 202: 459 

tryptophan synthase beta2 subunit 
201: 681 

tyrosine aminotransferase pyridoxal 
phosphate binding 201: 399 

uncoupling protein brown adipose 
tissue 210: 893 

vasopressin analog 201: 355 

5 S rRNA liver Escherichia 204: 583 

5S rRNA protein L18 prokaryote 
204: 575 

Conformational 


analysis DNA hairpin NMR spectros= 


copy 201: 33 
Conidia 
discharge Conidiobolus protease 
autoproteolysis 205: 679 
Conidiobolus 
conidia discharge protease autopro= 
teolysis 205: 679 
Connexon 
gap junction channel transport volt= 
age 210: 249 
Conotoxin 
Conus venom purifn characterization 
202: 589 
Conservative 
evolution leucine aminopeptidase 
205: 425 
Continuous 
epitope growth hormone antiserum 
210: 59 
Conus 
venom conotoxin purifn characteriza 
tion 202: 589 
Coordination 
azurin zinc substitution 205: 1123 
calcium calmodulin glutamate Droso= 
phila 205: 1107 
copper amicyanin NMR Thiobacillus 
201: 695 
iron lipoxygenase active site soybean 
207: 793 
opper 
albumin complex ceruloplasmin plas< 
ma 210: 635 
coordination amicyanin NMR Thio= 
bacillus 201: 695 
cytochrome aa3 binuclear center 
Sulfolobus 210: 133 
disulfide electron transfer azurin 
210: 399 
nitrous oxide reductase cytochrome 
oxidase 209: 875 
site respiratory nitrous oxide reduc 
tase 208: 31 
site structure ascorbate oxidase zuc= 
chini 209: 597 
Core 
chitobiose oligosaccharide mannosi 
dase specificity liver 208: 451 
iron element hemosiderin 209: 847 
Corn 
casein kinase IIB 204: 299 
cystatin I precursor cDNA sequence 
209: 933 
Corpus 
cardiacum insulin Locusta 201: 495 
Correction 
aconitase gene sequence homol Es 
cherichia 207: 1129 
Azotobacter lipoamide dehydrogenase 
active site 205: 12i7 
cysteine proteinase hemocyte Sarco- 
phaga 206: 995 
cytochrome c oxidase kinetics mecha= 
nism 208: 821 
estrogen receptor binding DES estra 
diol 201: 731 
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human protein serine kinase sequence 
205: 1217 
human vinculin metavinculin gene 
sequence 205: 1218 
IGF II gene expression liver 
210: 1079 
methyl coenzyme M reductase Meth= 
anobacterium 207: 1129 
oligosaccharide Escherichia lipopoly= 
saccharide 207: 1129 
protein formation elongation factor 
Sulfolobus 202: 1345 
proteinase PrB precursor yeast lyso= 
some 205: 1217 
thymidine kinase site conformation 
herpes 201: 731 
uncoupling protein reconstitution 
phospholipid vesicle 209: 1063 
zona pellucida PZP3 glycoprotein 
oligosaccharide 207: 1130 
Corynebacterium 
lysine excretion carrier system 
202: 131 
lysine transport energy kinetic model 
202: 137 
membrane endoglycoceramidase 
205: 729 
Cowpea 
chlorotic mottle virus coat protein 
201: 489 
Crassulacean 
acid metab phosphoenolpyruvate 
carboxylase kinase 209: 95 
‘rayfish 
hemocyte glucan binding protein 
receptor 207: 223 
reatine 
kinase coupling myosin ATPase coim 
mobilization 207: 951 
“rosslink 
carbohydrate lectin galactose acetyl 
galactosamine 208: 179 
‘rosslinker 
photoactivatable fluorescence labeling 
protein 206: 471 
‘rosslinking 
crystallin transglutaminase 205: 671 
fluorescence transfer trypsin labeling 
206: 471 
rustacyanin 
Cl subunit sequence Homarus 
202: 31 
rystal 
structure annexin V 210: 73 
structure azurin zinc substitution 
coordination 205: 1123 
structure carboxypeptidase A amino 
phenylethyl phosphonate 
203: 173 
structure formate dehydrogenase 
Pseudomonas 206: 441 
structure neutral protease conforma 
tion Bacillus 207: 781 
structure RNase Tl AMP complex 
201: 199 
rystallin 
alpha quaternary structure 210: 211 
alphaB beta lysine transglutaminase 
205: 67! 
heart lens sequence rat human 
202: 775 
rystn 
glutamyl tRNA synthetase Thermus 
204: 465 
tenopharyngodon 
growth hormone gene evolution 
207: 643 
ulex 
receptor Bacillus binary toxin 
210: 585 
ulture 
trophoblast membrane fluidity AT 
Pase 206: 881 
uraremimetic 
toxin snake lysine 27 208: 125 


Cuticle 
protein insect sequence 206: 813 
proteinase Pr! cDNA sequence Meta= 
rhizium 204: 991 
“yclase 
adenylate adipocyte adrenoceptor 
lipolysis 205: 867 
adenylate PACAP analog structure 
207: 239 
adenylate pituitary TRH 204: 413 
adenylyl desensitization prostaglandin 
platelet 210: 539 
adenylyl Gs protein complex erythro= 
cyte 207: 703 
guanylate atriopeptin receptor proteo= 
lysis 209: 717 
guanylate clearance receptor atrio= 
peptin analog 203: 425 
guanylyl Dictyostelium lithium 
209: 299 
Cyclic 
hexapeptide Trypanosoma triose= 
phosphate isomerase inhibition 
207: 441 
nucleotide platelet calcium homeosta= 
sis 207: 607 
sulfur ketimine imino acid review 
202: 217 
yclin 
cdce2 cdk2 histone H1 kinase 
205: 537 
yclodextrin 
branched debranching enzyme yeast 
206: 345 
yclohydrolase 
1 GTP Escherichia allosterism 
210: 561 
yclooxygenase 
monocyte regulation 206: 131 
yclophilin 
related glycoprotein sequence liver 
microsome 206: 31 
YP2D6 
liver newborn 202: 583 
ystatin 
alpha kidney lysosome 205: 347 
hairpin loop egg white 209: 837 
I precursor CDNA sequence corn 
209: 933 
variant sequence chicken 209: 837 
ysteine 
basic fibroblast growth factor stability 
204: 649 
elongation factor Tu 208: 251 
essential dihydroxyphenylalanine 
decarboxylase kidney 201: 393 
extracellular cystine transport T cell 
201: 113 
mutation ATP synthase Escherichia 
202: 1307 
porin structure mitochondria 
202: 903 
protease Trypanosoma 204: 371 
proteinase hemocyte foreign sub- 
stance Sarcophaga 209: 939 
proteinase hemocyte Sarcophaga 
204: 911 
proteinase hemocyte Sarcophaga 
correction 206: 995 
proteinase inhibition cystatin variant 
209: 837 
tubulin excimer fluorescence 
204: 783 
ystine 
transport T lymphocyte mitogen 
201: 113 
uptake pancreatic islet glutathione 
insulin 210: 297 


Cytochrome 


aa3 copper binuclear center Sulfolo- 
bus 210: 133 

bel proton translocation stoichiome 
try 209: 475 

bel Rieske cluster redox mitochondria 
208: 685 





bS cation binding domain 203: 211 
b562 Escherichia sequence 202: 309 
c b5 mutation electrochem 202: 543 
c conformation assisted condensation 
204: 631 
> electron proton transfer coupling 
208: 427 
> iso | structure yeast 202: 339 
> isoform phenylalanine Saccharo= 
myces 201: 211 
> NMR 206: 721 
> oxidase copper site 208: 31 
oxidase kinetics mechanism correc= 
tion 208: 821 
oxidase kinetics mechanism mam= 
mal 205: 1145 
> redox state proton channel 
204: 337 
> reductase mitochondria phospholi= 
pid interaction 209: 423 
> reductase mitochondria potato 
208: 761 
¢ reductase mutant subunit interac 
tion 208: 375 
Chromatium NMR spectrometry 
204: 107 
complex inactivation Chlamydomonas 
gametogenesis 204: 327 
cl heme lyase sequence Saccharomyc 
es 207: 1093 
c3 Desulfovibrio electrochem simula 
tion 202: 385 
c3 heme spin state Desulfovibrio 
204: 779 
c3 heme structure Desulfovibrio 
209: 329 
hydrogenase pH micelle 207: 587 
c3 redn Desulfovibrio 202: 1107 
redox behavior model Desulfovibrio 
202: 1101 
c3 structure NMR Desulfovibrio 
210: 931 
c550 spectroscopy Bacillus 204: 1131 
mRNA mitochondria triiodothyronine 
207: 247 
NADPH dependent reductase inter 
action salt 204: 1075 
oxidase conformation dynamics lyso 
zyme NMR 208: 713 
oxidase copper cluster 209: 875 
oxidase isoform sequence heart human 
203: 193 
P 450 isoenzyme baboon liver 
204: 641 
P 450 liver development 202: 583 
P 450 reductase inhibition polyol 
210: 741 
P 450 steroid formation 202: 897 
P 450camphor heme hydration pres 
sure 209: 583 
P 450I1VAI1 organ induction methyl 
clofenapate 206: 979 
P 450sce spin equil conformation 
207: 75 
P 450scc spin transition conformation 
207: 69 
P 4503A4 optimization recombinant 
system 207: 109 
photooxidn photosystem I 203: 115 
P450 gene enhancer human 205: 303 
P450 liver phenobarbital orosomucoid 
albumin 203: 655 
P450 lung inflammatory mediator 
carcinogenesis 208: 521 
P4S0IID cDNA sequence microhete 
rogeneity cattle 208: 739 
450 zonation liver 204: 407 
Cytokine 
gene expression UV 201: 483 
interferon responsive gene regulation 
206: 901 
Cytophaga 
like marine bacteria kappa carragee 
nase 201: 241 
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Cytoplasm 
carboxypeptidase recombinant form 
Escherichia 204: 197 
ferripyoverdine reductase Pseudomo= 
nas 209: 613 
pyrophosphatase Thermoplasma 
209: 343 
Cytosine 
purine permease mutant Saccharo= 
myces 204: 699 
Cytoskeleton 
protein organization muscle review 
208: 559 
Cytosol 
aspartate aminotransferase isoenzyme 
sequence Panicum 204: 611 
calcium 209: 745 
catechol methyltransferase recombi= 
nant 207: 813 
fumarase isoenzyme formation liver 
207: 767 
glucocorticoid receptor subunit compn 
204: 75 
liver alc dehydrogenase butanol oxi 
doredn 204: 353 
liver malic enzyme 201: 339 
mannosidase specificity liver 
202: 1257 
membrane lymphocyte neutrophil 
superoxide oxidase 202: 649 
NADP malic enzyme breast cancer 
202: 681 
peptidyl prolyl isomerase Escherichia 
206: 927 
peroxidase tissue distribution 
206: 59 
tocopherol binding protein smooth 
muscle 209: 37 
triiodothyronine binding protein 
brain 210: 79 
Z protein liver 205: 1137 
Cytotoxin 
Pseudomonas site directed mutagen 
esis 204: 789 
C3a 
anaphylatoxin peptide antagonist 
210: 185 
Daunomycin 
iron complex structure 207: 747 
Daunorubicin 
transport P glycoprotein kinetics 
cancer 207: 567 
dCDP 
inhibition ribonucleoside diphosphate 
reductase Escherichia 208: 631 
ribonucleoside diphosphate reductase 
Escherichia 208: 635 
DEAE 
cellulose choline binding protein 
fusion 203: 153 
Debranching 
enzyme yeast branched cyclodextrin 
206: 345 
Decarboxylase 
arylmalonate Alcaligenes 210: 475 
dihydroxyphenylalanine essential 
cysteine kidney 201: 393 
dihydroxyphenylalanine sequence 
kidney 201: 385 
glycine L protein photorespiration 
pea 204: 865 
histidine gene MRNA splicing human 
209: 533 
malonate biotin contg mechanism 
Malonomonas 207: 117 
ornithine embryo polyamine Xenopus 
202: 575 
ornithine liver osmotic pressure 
202: 1327 
uroporphyrinogen gene sequence 
Saccharomyces 205: 1011 
Dechlorinase 
differentiation inducing factor Dict 
yostelium 208: 531 
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Defensin 


dragonfly antibacterial activity 
209: 977 


Degranulation 


mast cell phospholipase A2 209: 257 


Dehydratase 


lactyl CoA stereochem mechanism 
Clostridium 206: 547 

pterincarbinolamine deficiency pterin 
isomer formation 208: 139 

serine stereochem Peptostreptococcus 
205: 743 


Dehydroepiandrosterone 


sulfate sulfatase inhibition Z protein 
205: 1137 


Dehydrogenase 


alc aspartate NAD specificity Droso= 
phila 202: 263 

alc beta gamma isoenzyme specificity 
205: 519 

alc estrogen duck 203: 449 

alc liver cytosol butanol oxidoredn 
204: 353 

alc specificity stereoselectivity liver 
201: 615 

alc zinc binding peptide 205: 467 

aldehyde induction glutamate oxoglu= 
tarate Escherichia 202: 1321 

carbon monoxide EPR Methanothrix 
202: 1291 

carbon monoxide prismane protein 
Desulfovibrio 208: 435 

cellobiose Phanerochaete 207: 103 

dihydrodiol activity liver dehydroge= 
nase reductase 205: 1155 

dihydrolipoamide cDNA sequence 
mitochondria pea 204: 865 

diol gene sequence Pseudomonas 
Acinetobacter 204: 113 

formaldehyde Amycolatopsis 
206: 511 

formate crystal structure Pseudomo= 
nas 206: 441 

formate ester Amycolatopsis 
206: 519 

formylmethanofuran I Methanobac= 
terium 209: 1013 

formylmethanofuran tungsten contg 
Methanobacterium 207: 559 

galactose luciferase fusion product 
bioluminescence 204: 241 

glucose pliosphate brown adipocyte 
hormone 203: 313 

glutamate essential lysine Clostridium 
207: 533 

glutamate hexamer tetramer c 
served structure 209: 851 

glutamate Pyrococcus 202: 1189 

glutamate sequence Clostridium 
206: 151 

glutamate sequence evolution Escher 
ichia 204: 93 

glutamate sequence Sulfolobus 
203: 81 

glyceraldehyde phosphate ADP :ibo 
sylation mechanism 210: 305 

glyceraldehyde phosphate heart gly= 
colysis 202: 913 

glyceraldehyde phosphate spinach 
chloroplast phosphoribulokinase 
202: 1239 

hydrogen forming methylenetetrahyd= 
romethanopterin 208: 511 

hydroxyphenylpyruvate sequence 
secondary conformation Pseudo= 
monas 205: 459 

hydroxysteroid gene sequence human 
209: 459 

isocitrate NAD NADP monomer 
Rhodomicrobium 202: 85 

lactate ethylphenazine NAD oxidase 
activity 203: 533 

lactate nonallosteric histidine muta= 
tion Lactobacillus 209: 993 

lactate sequence Lactobacillus 
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208: 799 
lactate solvent denaturant 205: 501 
lipoamide active site Azotobacter 
202: 863 
lipoamide active site mechanism 
mutation 207: 487 
lipoamide Azotobacter carboxy termi= 
nus dimerization 207: 499 
lipoamide conformation redox Azoto= 
bacter 202: 1049 
lipoamide LPD3 Pseudomonas se= 
quence 202: 231 
malate Mucor fatty acid desatn 
209: 667 
methylamine gene sequence Thioba= 
cillus 202: 1003 
methylenetetrahydromethanopterin 
gene sequence Methanobacterium 
202: 1205 
NADH iron sulfur cluster 1b 
209: 1019 
NADH sequence transport yeast 
mitochondria 203: 587 
NADH ubiquinone reductase plant 
mitochondria 208: 481 
NADP isocitrate Synechocystis 
203: 99 
NADP malate activation thioredoxin 
Aspergillus 210: 421 
NADPH NADH mitochondria calcium 
202: 617 
pantoyl lactone FMN Nocardia mem= 
brane 204: 799 
pyruvate complex dihydrolipoyltran= 
sacetylase Azotobacter Escherichia 
206: 427 
pyruvate component binding dihydro= 
lipoyl transacetylase 202: 841 
pyruvate dihydrolipoyl transacetylase 
Azotobacter Escherichia 201: 561 
pyruvate Enterococcus 203: 245 
pyruvate lipoyl domain conformation 
Bacillus 201: 203 
reduced coenzyme F420 Methanolo= 
bus 203: 527 
respiratory iron sulfur bacteria hypo= 
chlorite 202: 1275 , 
short chain conserved functional 
organization 209: 233 
sorbitol kinetic mechanism liver 
210: 641 
succinate complex membrane Sulfolo= 
bus 201: 593 
Denaturant 
enzyme activation org solvent hydra= 
tion 205: 509 
Denaturation 
endoglucanase D conformation Clos= 
tridium 205: 369 
heat stefin A B calorimetry 210: 217 
lambda repressor urea structure 
206: 15 
Deoxyerythronolide 
B synthase gene sequence Saccharo= 
polyspora 204: 39 
Deoxymannooctulosonate 
phosphate synthase mechanism Es= 
cherichia 208: 443 
Deoxyxylohexulose 
dTDP enzyme prepn 204: 539 
Dephosphorylation 
substrate p34cdc kinase protein phos= 
phatase 205: 241 
Depolymerase 
synthase polyhydroxyalkanoate gene 
Pseudomonas 209: 15 
Desatn 
fatty acid Mucor malic enzyme 
209: 667 
Desaturase 
phytoene phytofluene cDNA sequence 
Capsicum 209: 399 
Desferrioxamine 
element iron core hemosiderin 
209: 847 
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Desmin 
intermediate filament protofilamemt 
supramol structure 206: 841 
vimentin gene regulation epithelial 
cell 210: 509 
Desulfovibrio 
aldehyde oxidoreductase iron sulfur 
cluster 204: 773 
cytochrome c3 electrochem simulation 
202: 385 
cytochrome c3 heme spin state 
204: 779 
cytochrome c3 heme structure 
209: 329 
cytochrome c3 redn 202: 1107 
cytochrome c3 redox behavior model 
202: 1101 
dissimilatory sulfite reductase gamma 
subunit 205: 111 
ferrocytochrome c3 structure NMR 
210: 931 
flavodoxin sequence redox flavin 
202: 1091 
iron hydrogenase 209: 357 
iron hydrogenase iron sulfur cluster 
209: 63 
iron sulfur prismane contg protein 
206: 705 
phosphorus contg compd NMR 
201: 283 
prismane cluster iron sulfur protein 
206: 697 
prismane iron sulfur protein sequence 
208: 435 
prismane protein spin electron system 
210: 983 
Desulfoviridin 
gamma subunit Desulfovibrio 
205: 111 
Detergent 
cytochrome oxidase dynamics NMR 
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hepatocyte glucagon 210: 1053 
FGF 
carboxymethylated deriv stability 
bioactivity 204: 649 
Fibril 
assocd collagen cDNA sequence 
chicken 201: 333 
collagen Riftia 210: 839 
Fibrinogen 
interaction thrombin structure 
206: 187 
receptor integrin peptide site platelet 
206: 759 
Fibrinolytic 
plasminogen activator chimera anti= 
fibrin antibody 210: 945 
Fibrobacter 
glycogen cycling glucose metab 
207: 155 


Fibroblast 
collagen type XII proteoglycan 
207: 847 


growth factor basic cysteine stability 
204: 649 
growth factor chicken embryo 
207: 147 
growth factor receptor expression 
Escherichia 210: 823 
killing glycolysis arginine 202: 151 
pre — — degrdn glycosylation 
210: 591 
sonnet nia transforming growth 
factor 205: 277 
skin embryo glycosaminoglycan pro= 
teoglycan 208: 537 
transfection phospholipase platelet 
factor 203: 633 
Fibronectin 
binding receptor Staphylococcus 
207: 327 
collagen binding domain collagenase 
plasma 201: 79 
dimerization disulfide bond blood 
plasma 202: 597 
heparin binding domain fibronecti= 
nase 201: 71 
receptor gene fnbB Staphylococcus 
202: 1041 
Fibronectinase 
fibronectin heparin binding domain 
201: 71 
Filament 
actin interaction arginine kinase 
scallop 206: 251 
actin monomer fluorescence energy 
transfer 205: 591 
F actin dissocn hydrostatic pressure 
209: 1005 
formation amyloid betaA4 peptide 
Alzheimer 201: 61 
Filamin 
binding site actin 209: 555 
Filipin 
aggregate antifungal membrane parti= 
tion sterol 207: 125 
Firefly 
luciferase dinucleoside polyphosphate 
synthesis 202: 507 
Fish 
neuropeptide Y peptide YY 210: 405 
oocyte M phase histone kinase 
205: 537 
substance P neurokinin A sequence 
206: 659 
Flavin 
binding flavodoxin Desulfovibrio 
202: 1091 
Flavobacterium 
endoacetylglucosaminidase sequence 
202: 175 
heparinase II specificity modified 
heparin 202: 531 
hydroxyphenylacetate hydroxylase 
201: 585 
Flavodoxin 
carboxyl residue ferredoxin NADP 
reductase 203: 373 
ferredoxin NADP reductase redox 
potential 202: 1065 
ferredoxin reductase electron transfer 
210: 577 
sequence redox potential flavin bind= 
ing 202: 1091 
Flavoprotein 
electron transferring Paracoccus 
205: 1089 
phytoene phytofluene desaturase 
kinetics Capsicum 209: 399 
Flounder 
antifreeze polypeptide conformation 
ice crystn 202: 1057 
Fluorescence 
confocal microscopy calcium cell 
209: 745 
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energy transfer GTP protein 
204: 1169 
excimer tubulin pyrene maleimide 
deriv 204: 783 
labeling protein photoactivatable 
crosslinker 206: 471 
red edge excitation protein 206: 235 
resonance energy transfer actin 
205: 591 
Fluorocitrate 
enantiomer prepn lyase aconitase 
inhibition 202: 889 
Fluorometry 
calcium binding lactalbumin fluo3 
202: 1333 
Prodan interaction tubulin 204: | 
tryptophan contg protein 206: 23 
Fluo3 
calcium binding lactalbumin fluoro 
metry 202: 1333 
microscope calcium cell antigen 
209: 745 


7.7 
s 


Flux 
metabolic control enzyme concn mod 
el 210: 147 
Fly 
eye rhodopsin kinase 209: 1035 
FMN 
NADH oxidoreductase iron release 
siderophore 209: 621 
pantoyl lactone dehydrogenase Nocar 
dia membrane 204: 799 
FMNH 
siderophore redn iron release 
209: 621 
Folding 
intermediate aspartate aminotransfer 
ase dimer reconstitution 205: 603 
intermediate rhodanese cardiolipin 
membrane binding 210: 831 
phosphoglycerate kinase fragment 
muscle yeast 202: 1083 
precursor protein transport endo 
plasmic reticulum 210: 811 
Follitropin 
alpha subunit sequence bullfrog 
203: 185 
Force 
driving intramol electron transfer 
azurin 210: 399 
protonmotive Bacillus ADP ATP 
201: 467 
protonmotive stoichiometry cyto 
chrome be! 209: 475 
Foreign 
substance cysteine proteinase hemo= 
cyte Sarcophaga 209: 939 
Formaldehyde 
dehydrogenase Amycolatopsis 
206: 511 
Formate 
dehydrogenase crystal structure Pseu 
domonas 206: 441 
ester dehydrogenase Amycolatopsis 
206: 519 
Eubacterium vitamin B12 dimethyl 
benzimidazole 204: 679 
interaction cobalt carbonic anhydrase 
208: 607 ,; 
Formyl 
peptide leukocyte interaction neutral 
endopeptidase 201: 421 
peptide protein phosphorylation 
neutrophil 206: 895 
Formylmethanofuran 
dehydrogenase I Methanobacterium 
209: 1013 
dehydrogenase tungsten contg Metha 
nobacterium 207: 559 
tetrahydromethanopterin formy! 
transferase salt Methanopyrus 
210: 971 
Formyltransferase 
formylmethanofuran tetrahydrometh= 
anopterin salt Methanopyrus 
210: 971 
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Forssman 
antigen lipoteichoate pneumococcus 
207: 1063 
Fourth 
deriv UV spectrometry polynucleotide 
210: 205 
Friend 
virus envelope glycoprotein gp71 
disulfide 203: 65 
Frog 
embryo ornithine decarboxylase poly= 
amine 202: 575 
Frontier 
orbital hydroxybenzoate hydroxylase 
substrate 206: 479 
Fructofuranosidase 
isoenzyme carrot 204: 915 
Fructosamine 
degrdn nonenzymic glycation glyco= 
protein 210: 729 
Fructose 
bisphosphatase phosphofructokinase 
essential arginine 207: 967 
enzyme liver fetus hormone 207: 391 
glucose oxidoreductase kinetics Zymo 
monas 205: 715 
FTI 
peptide oxygen hydration 210: 693 
Fucosidosis 
urine fucosyl glycoasparagine NMR 
spectroscopy 201: 439 
Fucosyl 
glycoasparagine urine fucosidosis 
NMR spectroscopy 201: 439 
Fucosylation 
glycoprotein membrane hepatoma 
208: 669 
Fucosyltransferase 
insect cell line 207: 987 
specificity Acer 203: 401 
Fulvate 
procollagen II processing Kashin 
Beck 202: 1141 
Fumarase 
isoenzyme mRNA alternative transla 
tion initiation 207: 767 
Function 
aspartate phosphofructokinase active 
site 207: 1109 
Fusarium 
lactonohydrolase 209: 383 
Fusion 
membrane brush border protein 
intestine 201: 273 
ubiquitin protein sequence Chlamy 
domonas 202: 197 
G 
actin binding protein platelet 
203: 347 
protein ADP receptor membrane 
platelet 207: 259 
protein ADP ribosylation toxin 
202: 635 
protein adrenergic agonist muscle 
mollusk 210: 279 
protein binding betal adrenoceptor 
204: 1169 
protein CCK receptor newborn pan- 
creas 204: 273 
protein cDNA sequence Asterina 
207: 833 
protein GDP binding HL60 cell 
205: 1201 
protein gene racl GTPase leukocyte 
206: 537 
protein GTP muscarinic receptor 
204: 725 
protein iloprost adenylyl cyclase 
platelet 210: 539 
protein insulin catecholamine secret 
ing cell 208: 729 
protein phosphorylation platelet 
calcium 205: 1003 
protein subunit interaction 210: 609 
protein subunit phospholipase C 
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isoenzyme 206: 821 
protein thyroliberin receptor pituitary 
204: 413 
Gadolinium 
bacteria metabolite efflux osmotic 
shock 206: 559 
Gadus 
substance P neurokinin A sequence 
206: 659 
Galactose 
acetylgalactosamine lectin crosslink 
carbohydrate 208: 179 
bearing glycoprotein macrophage 
surface 206: 197 
dehydrogenase luciferase fusion prod= 
uct bioluminescence 204: 241 
Galactosyltransferase 
Lymnaea 201: 459 
Galanthus 
lectin translation processing Xenopus 
oocyte 202 
Galleria 
juvenile hormone binding protein 
conformation 201: 347 
Gametogenesis 
Chlamydomonas cytochrome complex 
inactivation 204: 327 
Ganglioside 
binding protein I II brain 210: 483 
degrdn neuraminidase human 
208: 623 
formation excretion liver 205: 809 
GMS liver senescence 203: 107 
Gap 
junction connexon channel transport 
voltage 210: 249 
Garlic 
agglutinin I II gene sequence 
206: 413 
alliinase gene sequence 209: 751 
Gastrin 
cholecystokinin amphibian reptile 
207: 419 
Gating 
proton transport mitochondria 
208: 9 
GDP 
binding G protein HL60 cell 
205: 1201 
Gelsolin 
actin complex actin assocn kinetics 
202: 1127 
Gene 
acetoacetyl CoA thiolase sequence 
Candida 210: 999 
aconitase sequence homol Escherichia 
204: 599 
alc dehydrogenase estrogen uropygial 
gland 203: 449 
alpha actin regulation Xenopus em= 
bryo 208: 241 
alpha actinin exon intron chick 
210: 801 
alphas2 casein sequence sheep 
201: 633 
Ambystoma Ul RNA Xenopus PSE 
203: 443 
antibacterial protein Cecropia immu= 
nity review 201: 23 
APE2 chromosome sequence Saccha= 
romyces 202: 993 
Arabidopsis histone H1 1 sequence 
202: 1029 
arg3 argl1 sequence expression Schi= 
zosaccharomyces 205: 33 
aromatase P450 enhancer human 
205: 303 
asnS mutation Escherichia thermo= 
sensitivity 209: 511 
ATP citrate lyase expression liver 
209: 217 
ATP synthase sequence expression 
Propionigenium 207: 463 
basic protease sequence Dichelobacter 
210: 13 
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bombesin receptor sequence guinea 
pig 208: 405 

botulin E sequence 204: 657 

Bsn sequence Bacillus 209: 121 

carboxyphosphonoenolpyruvate mu= 
tase sequence Streptomyces 
209: 735 

carp growth hormone sequence grass 
207: 643 

catechol methyltransferase transcrip> 
tion rat human 202: 1013 

CCAAT enhancer binding protein 
mouse 208: 501 

CD4 antigen transcription myeloid 
differentiation 207: 321 

CecC sequence induction Drosophila 
development 204: 395 

cfos muscle angiotensin 206: 367 

cga sequence thermophilic Clostridium 
207: 413 

chicken skin FACIT collagen XIV 
201: 333 

cholinergic receptor expression protein 
kinase 202: 813 

Chromatium polyhydroxybutyrate 
biosynthesis sequence 209: 135 

ciliary neurotrophic factor sequence 
human 201: 289 

cloning prismane protein Desulfovi= 
brio 210: 983 

cMyc phosphoprotein lymphoma 
protein kinase 206: 595 

cmyc transcribed nontranscribed 
compartmentation 207: 887 

collagen alphal VI promoter chicken 
208: 769 

collagen VI organization chicken 
205: 583 

collagen VIII sequence mouse 
207: 895 

collagen X sequence mapping 
206: 217 

cpcF cpcG protein sequence Mastigo> 
cladus 205: 927 

cta3 calcium pump ATP Schizosac= 
charomyces 207: 1003 

CYP2D polymorphism liver 208: 739 

cytochrome b562 Escherichia se~ 
quence 202: 309 

CYT2 sequence Saccharomyces 
207: 1093 

deoxyerythronolide B synthase se= 
quence Saccharopolyspora 
204: 39 

desmin vimentin regulation epithelial 
cell 210: 509 

dihydrofolate reductase cloning se= 
quence Aedes 201: 157 

diol dehydrogenase sequence Pseudo= 
monas Acinetobacter 204: 113 

ELAM | glycoprotein mouse 
206: 401 

epidermin biosynthesis Staphylococ= 
cus sequence 204: 57 

epidermin formation Staphylococcus 
plasmid pTU32 204: 1149 

expression Escherichia heat shock 
209: 549 

expression mitochondria nucleus cell 
growth 207: 253 

expression tumor cell replication 
hypoxia 210: 389 

expression UV cytokine polynucleo= 
tide 201: 483 

ferrochelatase sequence mapping 
chromosome human 205: 217 

fibronectin binding protein Staphylo= 
coccus sequence 202: 1041 

fumarase exon intron sequence 
207: 767 

garlic agglutinin I II sequence 

l 


206: 413 


garlic alliinase sequence 209: 751 
gdh sequence Clostridium 206: 151 
gitX sequence Thermus 204: 465 
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glucanase isoenzyme GIII sequence 
barley 209: 103 

glucokinase hepatocyte insulin signal= 
ing 210: 365 

glucosidase sequence Candida 
202: 657 

goat beta casein expression mouse 
205: 887 

heat shock hsc71 protein sequence 
204: 893 

heat shock sequence Hydra 210: 683 

HgiCl restriction endonuclease Her= 
petosiphon sequence 202: 1247 

histidine decarboxylase mRNA splic= 
ing human 209: 533 

histone H1 transcription cell cycle 
208: 775 

hsc71 protein sequence rainbow trout 
204: 893 

human proacrosin sequence 207: 23 

hydroxybenzoate hydroxylase Pseudo= 
monas sequence 210: 411 

hydroxysteroid dehydrogenase se= 
quence human 209: 459 

hypusine contg protein sequence 
Sulfolobus 204: 751 

ICL isocitrate lyase sequence Sac= 
charomyces 204: 983 

IGF II expression liver 209: 445 

insecticyanin INSa INSb sequence 
Manduca 205: 491 

interferon responsive regulation cyto= 
kine virus 206: 901 

iron sulfur prismane protein sequence 
208: 435 

lactalbumin cattle cloning Saccharo= 
myces 202: 471 

lectin Erythrina cloning Escherichia 
205: 575 

leukemia inhibitory factor cross spec= 
ies 204: 21 

licB glucanase sequence Clostridium 
204: 13 

lipogenic enzyme hormone nutrition 
review 205: 433 

lipogenic enzyme liver glyceride chain 
208: 381 

low d lipoprotein receptor mutation 
210: | 

Ipd3 sequence Pseudomonas 
202: 231 

lux cloning sequence luminescence 
Photobacterium 201: 161 

lyn tyrosine kinase specificity polyly= 
sine 204: 1159 

mannitol enzyme II sequence Staphy= 
lococcus 204: 963 

mdr! glycophosphoprotein mRNA 
tissue 206: 137 

MerP protein binding mercury 
205: 375 

metal responsive element metallo= 
thionein human 210: 555 

methylenetetrahydromethanopterin 
dehydrogenase sequence Methano= 
bacterium 202: 1205 

mouse development review 204: 5 

NADH dehydrogenase sequence yeast 
mitochondria 203: 587 

NADP malic enzyme induction Me= 
sembryanthemum 208: 259 

nef protein conformation function 
HIV1 205: 1115 

nosZ sequence Alcaligenes Pseudomo= 
nas 208: 31 

nox clone sequence expression Ther= 
mus 205: 875 

nucleus mitochondria transcript Zaj= 
dela hepatoma 205: 1187 

oligoadenylate synthetase phorbol 
ester interferon 207: 297 

osteopontin promoter regulatory 
element swine 207: 649 

PDGF transcription mesothelioma 
208: 589 
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PFKL phosphofructokinase regulation 
rat liver 202: 293 

PfPK2 Plasmodium protein kinase 
sequence 207: 305 

phenylalanine ammonia lyase se= 
quence potato 204: 621 

phosphoenolpyruvate carboxykinase 
hepatocyte glucagon 210: 1053 

plasminogen activator inhibitor mo= 
nocytopoiesis 205: 203 

polygalacturonase sequence Aspergil= 
lus 208: 83 

polyhydroxyalkanoate sequence clon= 
ing Pseudomonas 209: 15 

polysulfide reductase sequence Woli= 
nella 206: 503 

proacrosin sequence human polemic 
207: 27 

proline rich protein MP4 mouse 
202: 969 

proteasome alpha subunit sequence 
Drosophila 205: 1043 

protein formation elongation factor 
carrot 209: 157 

protein kinase C interferon alpha 
209: 813 

protein phosphatase calmodulin sub= 
unit Saccharomyces 204: 713 

protein serine kinase sequence human 
201: 475 

protein SPA promoter sequence rat 
206: 613 

prt sequence proteinase HTLV1 
virus 206: 919 

pyridine nucleotide transhydrogenase 
sequence Escherichia 207: 733 

pyrophosphatase sequence cloning 
Thermoplasma 209: 351 

pyruvate kinase DNasel site rat 
207: 13 

racl G protein GTPase leukocyte 
206: 537 

ras Dictyostelium cAMP receptor 
208: 235 

rat heme oxygenase expression Es= 
cherichia 202: 161 

RecA protein DNA ATP 210: 87 

ribosomal protein chromatin Tetrah= 
ymena 210: 621 

ribosome protein YmL9 sequence 
Saccharomyces 206: 373 

rplC rpID sequence Bacillus 
207: 877 

rpL32 transactivation polyomavirus 
PEA3 protein 207: 195 

rRNA expression histone binding 
Xenopus 204: 977 

rRNA rrnB terminator Escherichia 
201: 653 

rRNA sequence conformation pea 
aphid 202: 827 

rRNA spacer sequence Acyrthosiphon 
206: 935 

rrnB terminator Escherichia 
201: 653 

sedoheptulose bisphosphatase wheat 
chloroplast sequence 205: 1053 

selD selenium ATP cleavage enzyme 
206: 767 

sequence aminobenzoate CoA ligase 
Pseudomonas 205: 721 

sequence fetuin sheep pig 205: 321 

sequence flavodoxin Desulfovibrio 
202: 1091 

sequence hydrogenase subunit Woli= 
nella 206: 93 

sequence lactate dehydrogenase Lac= 
tobacillus 208: 799 

sequence leucine aminopeptidase 
Arabidopsis 205: 425 

sequence mating pheromone Er2 
Euplotes 202: 759 

sequence methylamine dehydrogenase 
amicyanin Thiobacillus 202: 1003 

sequence nisin Z antibiotic Lactoba> 





cillus 201: 581 
sequence proopiomelanocortin Xeno 
pus 201: 129 
sequence protein initiation factor 
yeast 201: 643 
sequence pyruvate ferredoxin oxidore 
ductase Halobacterium 205: 391 
species MARCKS 80K phosphopro= 
tein relation 209: 7 
SPI promoter hepatocyte somatotro= 
pin 209: 1053 
ssc Salmonella heptaacyl lipopolysac= 
charide 204: 1101 
subunit penicillin G acylase reconsti 
tution 205: 77 
synthetic cystatin variant sequence 
chicken 209: 837 
synthetic HBsu protein mutant 
207: 677 
tachykinin receptor sequence 
204: 1025 
tachykinin receptor sequence cloning 
mouse 203: 625 
therapy human review 208: 211 
thyroid peroxidase promoter human 
203: 467 
tkl protein tyrosine kinase chicken 
208: 91 
TPS1 cDNA sequence Saccharomyces 
209: 951 
transcription repair UV cell cycle 
204: 267 
transcription Xenopus tropomyosin 
202: 431 
translation eukaryote RNA TMV 
virus 209: 151 
tufA protein EFTu sequence Ther 
mus 207: 839 
Tl protein Ig superfamily 204: 1041 
upp sequence Escherichia 204: 51 
uroporphyrinogen decarboxylase 
sequence Saccharomyces 
205: 1011 
U3A RNA sequence mouse 
205: 1033 
V mutation phage M13 204: 1003 
V protein conformation NMR M13 
202: 349 
V protein DNA virus 206: 605 
vigilin sequence evolution chicken 
209: 321 
vinculin metavinculin sequence hu 
man 204: 767 
wheat embryo zinc metallothionien 
sequence 209: 971 
wheat germ agglutinin cloning Sac 
charomyces 210: 989 
xynB Bacillus sequence 202: 1197 
yscB proteinase precursor processing 
yeast 203: 641 
zw3sgg Drosophila glycogen synthase 
kinase 203: 305 
Geotrichum 
lipase isoform specificity 202: 485 
Geranylated 
protein subunit isolation 210: 1061 
Germ 
cell alk phosphatase conformation 
placenta 202: 605 
Germin 
wheat development 209: 961 
Gi 
protein ADP ribosylation platelet 
202: 145 
Ginglymostoma 
FABP protein sequence evolution 
mammal 203: 327 
Gland 
submandibular oligosaccharide mucin 
203: 257 
Glia 
adrenergic stimulation NMR 
209: 707 
Globin 
beta mRNA binding protein reticulo 
cyte 201: 139 
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Glucagon 
phosphoenolpyruvate carboxykinase 
hepatocyte fetus 210: 1053 
Glucan 
binding protein receptor Pacifastacus 
hemocyte 207: 223 
Glucanase 
beta isoenzyme GIII sequence Horde= 
um 209: 103 
CenA Cellulomonas CasA Strepto 
myces 202: 367 
gene licB sequence Clostridium 
204: 13 
Glucanotransferase 
Thermotoga 207: 81 
Glucoamylase 
conformation stability glycosylation 
207: 661 
kinetics mechanism Aspergillus 
209: 777 
precursor sequence thermophilic 
Clostridium 207: 413 
Glucocorticoid 
aminolevulinate synthase mRNA 
203: 59 
enzyme oxidn liver fatty acid 
208: 705 
gene SPI promoter hepatocyte 
209: 1053 
receptor untransformed subunit 
compn 204: 75 
Glucokinase 
gene hepatocyte insulin signaling 
210: 365 
hepatocyte potassium salt 204: 363 
Gluconolactone 
glucose fructose oxidoreductase Zy 
momonas 205: 715 
Glucosamine 
phosphate synthase substrate site 
lysine 201: 175 
Glucose 
binding protein CBP67 liver nucleus 
205: 1017 
fructose oxidoreductase kinetics Zy 
momonas 205: 715 
hepatocyte phosphoenolpyruvate 
carboxykinase mRNA 202: 985 
metab Fibrobacter glycogen cycling 
207: 155 
metab mitochondria Saccharomyces 
pyruvate dehydrogenase 209: 697 
phosphatase liver microsome 
208: 643 
phosphate dehydrogenase brown 
adipocyte hormone 203: 313 
phosphorylation liver potassium salt 
204: 363 
transport jejunum calcitriol triiodo 
thyronine 201: 709 
transport Trypanosoma 202: 191 
transporter adipocyte insulin poly= 
myxin 207: 185 
transporter adipose tissue hypoth= 
alamic obesity 207: 377 
Glucosidase 
beta Aspergillus 209: 651 
sequence precursor processing Candi= 
da 202: 657 
Glutamate 
aspartate carrier protein mitochondria 
210: 269 
calmodulin calcium coordination 
Drosophila 205: 1107 
dehydrogenase essential lysine Clos 
tridium 207: 533 
dehydrogenase hexamer tetramer 
conserved structure 209: 851 
dehydrogenase Pyrococcus 202: 1189 
dehydrogenase sequence Clostridium 
206: 15! 
dehydrogenase sequence evolution 
Escherichia 204: 93 
dehydrogenase sequence Sulfolobus 
203 
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function lipoamide dehydrogenase 
Azotobacter 202: 863 
induction aldehyde dehydrogenase 
Escherichia 202: 1321 
mutase Clostridium 205: 759 
semialdehyde aminotransferase kinet= 
ics Synechococcus 202: 749 
semialdehyde aminotransferase pyri= 
doxal phosphate lysine 206: 579 
specific proteinase specificity 
206: 103 
specific serine endoproteinase se= 
quence Bacillus 204: 165 
synthase mechanism Azospirillum 
202: 181 
219 replacement cephalosporinase 
specificity Citrobacter 207: 1123 
Glutamy! 
transpeptidase brain capillary peri= 
cyte 202: 421 
tRNA synthetase sequence Thermus 
204: 465 
Glutamyltranspeptidase 
brain capillary endothelium 202: 421 
brain embryo synaptosome sialylation 
203: 669 
Glutathione 
conjugate release liver cell vol 
209: 437 
cystine uptake insulin secretion pan= 
creas 210: 297 
peroxidase selenium recombinant 
sulfur analog 205: 955 
thiazoline intramol rearrangement 
203: 75 
thiol protein tocopherol lipid peroxidn 
210: 139 
Glycan 
asparagine linked thyroid peroxidase 
202: 501 
fucosylation Lepidoptera cell line 
207: 987 
mucin structure amniotic fluid 
205: 527 
oligomannoside degrdn pathway 
mannosidase cytosol 202: 1257 
Glycanase 
family structure function 202: 367 
Glycation 
nonenzymic glycoprotein fructosamine 
degrdn 210: 729 
Glyceraldehyde 
phosphate dehydrogenase ADP ribo= 
sylation mechanism 210: 305 
phosphate dehydrogenase heart glyco= 
lysis 202: 913 
phosphate dehydrogenase phosphori= 
bulokinase spinach chloroplast 
202: 1239 
Glycerate 
kinase Hyphomicrobium 210: 849 
Glyceride 
chain liver lipogenic enzyme gene 
208: 381 
membrane CHO mutant 205: 827 
Glycerol 
phosphate liver ethanol 205: 187 
Glycerophosphoinositol 
anchor erythrocyte alkylacyl phospha= 
tidylinositol 208: 677 
Glycine 
decarboxylase L protein photorespira= 
tion pea 204: 865 
essential uroporphyrinogen decarbox= 
ylase Saccharomyces 205: 1011 
mutation beta actin polymn myosin 
207: 315 
pyridine nucleotide transhydrogenase 
conformation NADPH 207: 733 
reductase protein PC component 
Eubacterium 206: 79 
tRNA conformation NMR Bombyx 
210: 671 
Glycoasparagine 
fucosyl urine fucosidosis NMR spec= 
troscopy 201: 439 
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Glycoconjugate 
os cell 
203: 
Glycogen 
cycling Fibrobacter glucose metab 
207: 155 
metab vasopressin antagonist struc= 
ture 201: 355 
synthase kinase 3beta recombinant 
mammal 203: 305 
Glycogenolysis 
thromboxane prostaglandin liver 
thrombin 208: 753 
Glycolipoprotein 
P31 nerve embryo development 
203: 433 
Glycolysis 
arginine fibroblast killing 202: 15 
heart enzyme catecholamine 
202: 913 
inhibition ethanol 205: 187 
Glycolytic 
enzyme ADP ribosylation nitric oxide 
210: 305 
Glycopeptide 
blood group small large intestine 
203: 285 
Glycophosphoprotein 
CFTR gene mdr! mRNA tissue 
206: 137 
Glycoprotein 
basement membrane conformation 
calcium binding 205: 233 
cholecystokinin receptor pancreas 
age 204: 273 
cyclophilin related sequence liver 
microsome 206: 31 
ELAM | gene mouse 206: 401 
fucosylation membrane hepatoma 
208: 669 
galactose bearing macrophage surface 
206: 197 
gp71 disulfide envelope Friend virus 
203: 65 
nonenzymic glycation fructosamine 
degrdn 210: 729 
oligosaccharide structure function 
review 209: 483 
P daunorubicin transport kinetics 
cancer 207: 567 
P hepatocyte antitumor multidrug 
resistance 205: 847 
processing HT29 cell differentiation 
swainsonine 205: 1169 
pseudogermin wheat seed develop= 
ment 209: 961 
PZP3 acid carbohydrate chain struc= 
ture 209: 883 
PZP3 oligosaccharide structure zona 
pellucida 204: 1089 
secretion hepatocyte oligosaccharide 
203: 277 
Tamm Horsfall carbohydrate struc= 
ture 209: 895 
Glycosaminoglycan 
fibroblast transforming growth factor 
205: 277 
proteoglycan skin fibroblast embryo 
208: 537 
Glycoside 
receptor heart calcium ATPase chick- 
en 205: 269 
Glycosphingolipid 
biosynthesis neoglycolipid prepn 
sialyltransferase 203: 387 
blood group Lewis b 203: 577 
cestode 207: 1053 
Glycosylated 
parathyroid hormone human Saccha= 
romyces 205: 311 
Glycosylation 
colony stimulating factor liver yeast 
205: 1163 
dipeptidylpeptidase processing liver 
210: 161 
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glucoamylase conformation stability 
207: 661 
granulocyte macrophage colony stim= 
ulating factor 203: 663 
interleukin 6 mononuclear cell 
203: 135 
interleukin 6 recombinant 210: 9 
protein oo pre Golgi fibroblast 
210: 
protein i erythrocyte 
205: 815 
Glycosylphosphatidylinositol 
anchor urokinase plasminogen activa= 
tor receptor 208: 493 
formation acetylglucosaminyltransfer= 
ase essential sulfhydryl Trypanoso= 
ma 208: 309 
Glycosyltransferase 
liver yeast colony stimulating factor 
205: 1163 
GM3 
ganglioside liver senescence 203: 107 
Goat 
beta casein gene expression mouse 
205: 887 
Golgi 
pre degrdn protein glycosylation 
fibroblast 210: 591 
Gonadotropin 
alpha subunit sequence bullfrog 
203: 185 
chorionic carbohydrate structure 
choriocarcinoma 205: 785 
Gram 
pos bacteria lipoteichoic acid struc= 
ture 202: 1269 
Granulocyte 
macrophage colony stimulating factor 
glycosylation 203: 663 
phospholipase C isoenzyme transducin 
subunit 206: 821 
Grass 
carp growth hormone gene sequence 
207: 643 
Grasshopper 
fatty acid binding protein develop= 
ment 210: 1045 
Growth 
cell nucleus mitochondria gene ex= 
pression 207: 253 
cell short chain ceramide lipid 
210: 765 
cell tenascin 209: 1041 
factor fibroblast chicken embryo 
207: 147 
factor fibroblast receptor expression 
Escherichia 210: 823 
factor insulinlike precursor transport 
folding 210: 811 
factor kidney phenotypic transforma= 
tion 209: 89 
factor | insulin like secretion 
206: 793 
hormone continuous epitope antiserum 
210: 5 
hormone gene sequence grass carp 
207: 643 
Gs 
protein adenylyl cyclase complex 
erythrocyte 207: 703 
protein subunit lymphocyte mem= 
brane 208: 693 
GTP 
binding protein subunit quaternary 
structure 210: 609 
cyclohydrolase I Escherichia alloster= 
ism 210: 561 
G protein muscarinic receptor 
204: 725 
protein fluorescence energy transfer 
204: 1169 
GTPase 
gene rac! G protein leukocyte 
206: 537 


Guanidine 
chloride lactate dehydrogenase 
205: 5 
Guanine 
binding ras protein interaction reso= 
nant 205: 613 
nucleotide binding protein isolation 
210: 1061 
nucleotide exchange factor reticulo> 
cyte purifn 208: 73 
Guanyl 
specific RNase kinetics comparison 
204: 187 
Guanylate 
cyclase = receptor proteoly= 
sis 209: 717 
cyclase atl receptor atriopeptin 
analog 203: 425 
Guanylyl 
cyclase Dictyostelium lithium 
209: 299 
Guinea 
ig bombesin receptor gene sequence 
208: 405 
G2 
phase cell cycle DNA repair 
204: 267 
Hairpin 
loop cystatin egg white 209: 837 
Halobacterium 
ATPase catalytic site subunit I 
207: 369 
photophobic receptor 206: 359 
pyruvate ferredoxin oxidoreductase 
sequence 205: 391 
Halothane 
chlorotrifluoroethane metab kidney 
207: 229 
hepatitis trifluoroacetylated protein 
epitope immunochem 210: 569 
leukotriene metab liver toxicity 
206: 869 
Hb 
A carbon monoxide NMR _ 205: 661 
A recombinant structure function 
Saccharomyces 207: 931 
binding oxygen mammal 204: 1155 
carbon monoxide recombination 
model 205: 621 
evolution ruminant water buffalo 
204: 509 
extracellular quaternary structure 
Ascaris 201: 169 
oxygenation enthalpy cold adaptation 
pig 209: 773 
sequence property evolution Notothe= 
nia 210: 963 
HBsu 
protein conformation salt concn 
204: 1049 
HCFC 
123 metab kidney 207: 229 
Heart 
crystallin sequence rat 202: 775 
cytochrome oxidase isoform sequence 
human 203: 193 
digoxigenin receptor calcium ATPase 
chicken 205: 269 
fatty acid binding protein NMR 
210: 901 
glycolysis enzyme catecholamine 
202: 913 
lactate dehydrogenase solvent denatu= 
rant 205: 501 
membrane G protein GTP carbachol 
204: 725 
Heat 
denaturation stefin A B calorimetry 
210: 217 
osteonectin chondrocyte 205: 569 
shock gene expression Escherichia 
209: 549 
shock hsc71 protein gene sequence 
204: 893 
shock promoter chromatin structure 
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202: 441 Flavobacterium 202: 531 Histidine 
shock protein Faza clone 2 210: 793 urokinase laminin nidogen interaction asparaginase II Escherichia 208: 475 
shock protein gene sequence Hydra 207: 937 carboxypeptidase Y active site 
210: 683 Heparinase 210: 467 
shock protein preaspartate amino= II specificity Flavobacterium modified CCK A recepotor 203: 521 
transferase complex 208: 699 heparin 202: 531 cytochrome c electron proton transfer 
shock protein Saccharomyces treha= Hepatitis 208: 427 
lose trehalase 210: 125 delta virus recombinant antigen se= decarboxylase gene mRNA splicing 
shock yeast membrane ATPase pro= quence 204: 515 human 209: 533 
tein 206: 635 halothane trifluoroacetylated protein diiron site methane monooxygenase 
stability bacteriorhodopsin conforma= epitope immunochem 210: 569 hydroxylase 210: 629 
tion retinal 207: 581 Hepatocyte interdomain interaction phosphogly= 
transition cell nucleus component gene SPI promoter somatotropin cerate kinase yeast 202: 1157 
208: 17 209: 1053 lipoamide dehydrogenase active site 
Helicase glucokinase gene insulin signaling Azotobacter 202: 863 
IV ATPase DNA unwinding Escheric= 210: 365 methyltransferase actin specific car= 
hia 207: 479 glucokinase potassium salt 204: 363 nosine muscle 210: 311 
Heliothis glycoprotein secretion oligosaccharide myoglobin Soret magnetic CD 
midgut protein Bacillus endotoxin 203: 277 210: 337 
binding 202: 673 growth factor mRNA development nonallosteric lactate dehydrogenase 
Helix 210: 375 Lactobacillus 209: 993 
conformation dynamics bacteriorho- growth factor receptor sarcoma phosphoenolpyruvate carboxylase 
dopsin 210: 223 204: 857 202: 797 
protein conformation periodicity leukotriene transport 209: 281 phosphoglycerate mutase active site 
207: 39 lipoprotein receptor regulation choles= Saccharomyces 207: 709 
Hemagglutinin terol 206: 973 tagged elongation factor Tu 210: 177 
influenza virus binding sialic acid P glycoprotein antitumor multidrug topol lysozyme metal affinity chroma 
205: 147 resistance 205: 847 tog 202: 1115 
peptide conformation influenza virus P 450 zonation ethanol 204: 407 Histocompatibility 
immunogenicity 206: 421 phenylalanine hydroxylase phospho= antigen modeling peptide matrix 
Heme rylation 206: 161 influenza 208: 101 
cytochrome c3 spin state Desulfovi= phosphoenolpyruvate carboxykinase Histone 
brio 204: 779 fetus glucagon 210: 1053 binding rRNA gene expression Xeno= 
cytochrome c3 structure Desulfovibrio phosphoenolpyruvate carboxykinase pus 204: 977 
209: 329 mRNA glucose 202: 985 hyperacetylation DNA relaxation 
hydration cytochrome P 450camphor Hepatoma nucleosome 201: 107 
pressure 209: 583 leukotriene transport 209: 281 H1 gene transcription cell cycle 
lyase cytochrome cl sequence Saccha= membrane glycoprotein fucosylation 208: 775 
H1 kinase M phase fish 205: 537 
H1 sequence Arabidopsis 202: 1029 
H2A cDNA sequence Leishmania 
antigen 205: 211 
like HBsu protein DNA 207: 677 
Histonelike 


romyces 207: 1093 208: 669 
NMR phenylalanine arginine peroxi= 
dase plant 207: 521 
oxygenase gene rat expression Escher= 
ichia 202: 161 


phosphoenolpyruvate carboxykinase 
glucose 202: 985 

Zajdela mitochondria nucleus gene 
transcript 205: 1187 


pocket phenylalanine function peroxi= 


dase 207: 507 
site cytochrome c phenylalanine 
201: 211 
spin cytochrome aa3 Sulfolobus 
210: 133 
Hemicentrotus 
egg microtubule assocd protein 
205: 1195 
Hemimyeloperoxidase 


Heptaacyl 
lipopolysaccharide Salmonella gene 
ssc 204: 1101 
Heptaglucoside 
phytoalexin elicitor binding protein 
soybean 204: 1115 
Herbicide 
inhibition phytoene phytofluene 
desaturase Capsicum 209: 399 
triazine binding Rhodopseudomonas 


DNA binding protein HBsu structure 
204: 1049 
History 
European Journal Biochemistry 25th 
anniversary 204: 421 
HIV 
reverse transcriptase subunit hetero= 
dimer 206: 437 
HIV! 


dimer chlorination stability 205 photosystem energy 206: 685 gene nef protein conformation func= 
Hemochromatosis Herdmania tion 205: 1115 
model ferrocene rat 202: 405 Ciona sulfated polysaccharide virus reverse transcriptase primer 
Hemocyanin 204: 669 template 207: 351 
subunit c sequence Panulirus Herpetosiphon Vpu protein phosphorylation casein 
206: 243 HgiCl restriction endonuclease gene kinase 204: 875 
Hemocyte sequence 202: 1247 HLA 
cysteine proteinase foreign substance Heterophil A2 peptide complex mol dynamics 
Sarcophaga 209: 939 arginine ADP ribosyltransferase actin 208: 101 
cysteine proteinase Sarcophaga isoform 204: 305 HL60 
204: 911 Hexadecanedionoate cell GDP binding G protein 
Pacifastacus glucan binding protein CoA beta oxidn peroxisome 208: 301 205: 1201 
receptor 207: 22 Hexapeptide Homarus 
Hemoglobinuria cyclic Trypanosoma triosephosphate crustacyanin Cl subunit sequence 
paroxysmal nocturnal urokinase re isomerase inhibition 207: 441 202: 31 
ceptor leukocyte 208: 397 Hexasaccharide Hordeum 
Hemolymph acidic carbohydrate submaxillary glucanase beta isoenzyme GIII se= 
chymotrypsin inhibitor protein se= mucin 207: 973 quence 209: 103 
quence silkworm 202: 255 Hexosaminidase Hormone 
Galleria juvenile hormone carrier A B complex kidney 202: 361 ATP citrate lyase liver 209: 217 
conformation 201: 347 High liver lipogenic enzyme review 
Hemolysin spin EPR carbon monoxide dehydro= 205: 433 
Tethya pore 210: 499 genase 202: 1291 liver peroxisome oxidn fatty acid 
Hemosiderin Hinge 208: 705 
element iron core 209: 847 bending mechanism phosphoglycerate parathyroid human glycosylated 
Heparan kinase 208: 115 Saccharomyces 205: 311 
sulfate proteoglycan binding base Hirudin peptide metalloendopeptidase kidney 
ment membrane 208: 359 recombinant structure conformation membrane 204: 547 
Heparin 202: 67 Horse 
binding domain fibronectin fibronec= thrombin complex structure pancreas lipase sequence mechanism 
tinase 201: 71 206: 187 206: 279 
modified heparinase II specificity 
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Horseradish Hydra Hydroxybutyryl 


peroxidase heme pocket phenylala= 
nine function 207: 507 
peroxidase NADPH oxidn 201: 507 


HPLC 


dTDP deoxyxylohexulose rhamnose 
204: 539 

inositol phosphate metabolite detn 
Paramecium 207: 359 


HPr 


protein conformation Escherichia 
203: 483 


HSP47 


protein = s — A sequence 
mouse 206: 


HSP68 


protein Faza clone 2 stress 210: 793 


HT29 


cell differentiation mannosidase 
swainsonine 205: 1169 


Human 


aromatase P450 gene enhancer 
205: 303 

camptothecin resistant DNA topoi= 
somerase I 202: 835 

catechol methyltransferase gene tran= 
scription 202: 1013 

cDNA ATP citrate lyase sequence 
204: 491 

cDNA ATPase isoform 2 sequence 
205: 333 

cDNA phospholipase C beta3 se= 
quence 210: 521 

ciliary neurotrophic factor gene se= 
quence 201: 289 

crystallin heart lens sequence 
202: 775 

ferrochelatase gene sequence mapping 
chromosome 205: 217 

ganglioside degrdn neuraminidase 
208: 623 

gene therapy review 208: 211 

heart cytochrome oxidase isoform 
sequence 203: 193 

histidine decarboxylase gene MRNA 
splicing 209: 533 

hydroxysteroid 7 ~caas gene 
sequence 209: 459 

immunodeficiency virus reverse tran= 
scriptase 207: 351 

immunodeficiency virus reverse tran= 
scriptase heterodimer 206: 437 

lipoprotein lipase mutation deficiency 
208: 267 

metal responsive element metallo= 
thionein gene 210: 555 

metallothionein isoform MTO cDNA 
sequence 209: 999 

mitochondrial iron sulfur protein 
sequence 201: 54 

mouse collagen gene cloning sequence 
206: 217 

parathyroid hormone glycosylated 
Saccharomyces 205: 311 

placenta S100P protein sequence 
cDNA 207: 541 

proacrosin gene sequence 207: 23 

os gene sequence polemic 
207: 

protein ed kinase gene sequence 
201: 475 

protein serine kinase sequence correc= 
tion 205: 1217 

recombinant cytochrome P 4503A4 
yeast 207: 109 

T cell leukemia virus proteinase 
206: 919 

tachykinin receptor gene 204: 1025 

thyroid peroxidase gene promoter 
203: 467 

vimentin gene regulation 210: 509 

vinculin metavinculin gene sequence 
204: 767 

vinculin metavinculin gene sequence 
correction 205: 1218 


heat shock protein gene sequence 
210: 683 
Hydration 
denaturant enzyme activation org 
solvent 205: 509 
enzyme kinetics water org solvent 
202: 379 
FTIR peptide oxygen 210: 693 
heme cytochrome P 450camphor 
pressure 209: 583 
triosephosphate isomerase reverse 
micelle dimerization 208: 389 
Hydrogen 
deuterium bond myoglobin IR 
205: 1061 
forming coenzyme F420 methylenete= 
trahydromethanopterin dehydroge= 
nase 202: 1205 
forming methylenetetrahydromethan= 
opterin dehydrogenase Methano= 
bacterium 208: 511 
ion hydroxide transport 207: 135 
peroxide early response gene tran= 
scription 201: 99 
peroxide lipoxygenase inactivation 
210: 109 
peroxide thioredoxin regeneration 
protein endothelium 209: 917 
sulfide binding carbonic anhydrase 
zinc 210: 867 
tritium exchange - oe Megas= 
phaera 205: 117 
Hydrogenase 
cytochrome c3 ferredoxin pH micelle 
207: 587 
hydrogen tritium exchange Megas= 
phaera 205: 117 
iron Desulfovibrio 209: 357 
iron iron sulfur cluster Desulfovibrio 
209: 63 
subunit gene sequence Wolinella 
206: 93 
Hydrolase 
citrate synthase Sulfolobus 208: 459 
epoxide Pseudomonas 202: 1217 
peptidylglutamylpeptide activity 
multicatalytic proteinase inhibitor 
209: 629 
phosphoarginine liver 208: 747 
precursor maturation vacuole protei= 
nase yscB 207: 867 
trithionate Thiobacillus 209: 367 
Hydrolipstatin 
lipase inactivation mixed monolayer 
202: 395 
pancreas lipase conformation bile 
salt 205: 383 
Hydrolysis 
acid protein sequencing 206: 691 
lactose analog lactase small intestine 
209: 415 
mechanism carboxypeptidase Y 
210: 467 
phosphatidylethanolamine ethanol 
protein kinase C 209: 467 
Hydroperoxide 
lipid lipoxygenase iron coordination 
lyophilization 207: 793 
Hydrophobicity 
cytochrome NADPH dependent re= 
ductase interaction 204: 1075 
Hydrostatic 
pressure cytochrome P 450camphor 
inactivation 209: 583 
pressure F actin filament dissocn 
209: 1005 
Hydroxide 
hydrogen ion transport 207: 135 
Hydroxybenzoate 
hydroxylase mechanism bacteria 
206: 479 
hydroxylase substrate binding inhib= 
ition site 210: 411 


CoA stereospecificity lactyl CoA 
dehydratase 206: 547 
Hydroxyl 
group lactose analog lactase specificity 
209: 415 
Hydroxylase 
butyrobetaine peroxisome carnitine 
formation 203: 599 
CMP acetylneuraminic acid liver 
206: 269 
hydroxybenzoate mechanism bacteria 
206: 479 
hydroxybenzoate substrate binding 
inhibition site 210: 411 
hydroxyphenylacetate Fiavobacterium 
201: 585 
methane monooxygenase histidine 
diiron site 210: 629 
phenylalanine phosphorylation hepa= 
tocyte 206: | 
steroidogenesis 202: 897 
tyrosine isoform reconstitution diva= 
lent cation 210: 23 
tyrosine recombinant regulation 
209: 249 


Hydroxymethylglutaryl 
CoA reductase substrate analog inhib= 
itor 203: 557 
Hydroxyphenylacetate 
hydroxylase Flavobacterium 
201: 585 
Hydroxyphenylpyruvate 
dehydrogenase sequence secondary 
conformation Pseudomonas 
205: 459 
Hydroxyprostaglandin 
alc hydroxysteroid dehydrogenase 
conserved structure 209: 233 
Hydroxysteroid 
alc hydroxyprostaglandin dehydroge= 
nase conserved structure 209: 233 
dehydrogenase gene sequence human 
209: 459 
dehydrogenase liver dihydrodiol deh= 
ydrogenase activity 205: 1155 
Hyperacetylation 
histone DNA relaxation nucleosome 
201: 107 
Hyperphenylalaninemia 
pterincarbinolamine dehydratase 
deficiency 208: 139 
Hyphomicrobium 
glycerate kinase 210: 849 
Hypochlorite 
bacteria respiratory dehydrogenase 
iron sulfur 202: 1275 
Hypochlorous 
acid myeloperoxidase reaction 
207: 697 
Hypothalamic 
obesity adipose tissue lipogenic en= 
zyme 207: 377 
Hypoxia 
mitochondria proton transport mam= 
mal 202: 113 
tumor cell replication gene expression 
210: 389 
Hypusine 
contg protein Sulfolobus 204: 751 
Ice 
crystn antifreeze polypeptide confor= 
mation flounder 202: 1057 
nucleating antifreeze protein review 
203: 33 
Ig 
superfamily protein gene T1 
204: 1041 
calcium mast cell phospholipase D 
207: 163 
lectin mediated binding intestine 
203: 393 
receptor gamma subunit conformation 
207: 51 
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IGF 
disulfide bond yeast 206: 987 
Il gene expression liver 209: 445 
II gene expression liver correction 
210: 1079 
II processing receptor binding 
210: 665 
Il receptor subtype myoblast 
208: 273 
II structure activity 205: 483 
IgG 
receptor alk phosphatase placenta 
205: 341 
IgG2a 
monoclonal mouse conformation low 
pH 201: 223 
Ikarugamycin 
antibiotic LDL uptake inhibition 
macrophage 205: 841 
lloprost 
adenylyl cyclase platelet G protein 
210: 539 
Imino 
acid sulfur cyclic review 202: 217 
sugar butyldeoxynojirimycin transfer= 
rin receptor expression 208: 187 
Immobilized 
chymotrypsin acetyltyrosine ethyl 
ester synthesis 210: 751 
Immune 
tolerance mol cellular aspect review 
202: 729 
Immunity 
Cecropia antibacterial protein review 
201: 23 
protein colicin E9 interaction 
210: 923 
Immunoaffinity 
chromatog tubulin yeast 210: 343 
Immunoassay 
T kininogen antibody 204: 501 
Immunodeficiency 
virus human reverse transcriptase 
heterodimer 206: 437 
virus reverse transcriptase 207: 351 
Immunol 
characterization Centruroides venom 
toxin 204: 281 
Immunoresponsive 
factor Cecropia nuclear factor kappaB 
204: 885 
Immunosorbent 
assay enzyme linked kininogen 
204: 501 
Import 
mitochondria apocytochrome c neg 
phospholipid 204: 841 
preprotein conformation competence 
mitochondria cardiolipin 210: 831 
Indoleacetonitrile 
indoleacetate nitrilase Arabidopsis 
205: 417 
Inflammation 
cancer protein hybrid uPA PAI 
207: 177 


Inflammatory 


mediator lung cytochrome P450 carci= 


nogenesis 208: 521 
Influenza 
C virus sialoglycoconjugate esterase 
204: 209 
matrix peptide histocompatibility 
antigen modeling 208: 101 
virus hemagglutinin binding sialic 
acid 205: 147 
virus hemagglutinin peptide confor= 
mation immunogenicity 206: 421 
virus sialidase mechanism 207: 335 
Initiation 
factor elF4F subunit translation 
adenovirus 207: 471 
Inorg 
pyrophosphatase pyrophosphate 
hydrolysis synthesis yeast 
206: 463 
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pyrophosphate isoleucyl tRNA 
synthetase proofreading 210: 451 


Inositol 


phosphate metab phytase Paramecium 
207: 359 

trisphosphate phosphatase I brain 
204: 1083 


Insect 


cell line fucosyltransferase 207: 987 

cuticle protein sequence 206: 813 

immunity antibacterial protein review 
201: 23 

insulin sequence corpus cardiacum 
201: 495 

prokaryote mammal short chain 
dehydrogenase 209: 233 


Insecticyanin 


INSa INSb gene sequence Manduca 
205: 491 


Insulin 


ATP citrate lyase liver 209: 217 
degrading enzyme atriopeptin 
202: 285 
enzyme brown adipocyte 203: 313 
enzyme oxidn liver fatty acid 
208: 705 
fructose enzyme liver fetus 207: 391 
glucose transporter adipocyte poly= 
myxin 207: 185 
like growth factor gene liver 
209: 445 
like growth factor | secretion 
206: 793 
monomer conformation 202: 447 
phosphatidylinositol kinase adipocyte 
207: 599 
phosphoenolpyruvate carboxykinase 
hepatocyte fetus 210: 1053 
phosphoenolpyruvate carboxykinase 
liver 202: 985 
phosphofructokinase mRNA regula= 
tion rat liver 202: 293 
receptor autophosphorylation domain 
kinase 208: 367 
receptor kinase inhibition fetuin 
204: 523 
secreting cell G protein 208: 729 
secretion glutathione 210: 297 
sequence corpus cardiacum Locusta 
201: 495 
signaling glucokinase gene hepatocyte 
210: 365 
Insulinlike 
growth factor precursor transport 
folding 210: 811 
growth factor receptor translocation 
207: 185 
growth factor structure activity 
205: 483 
Integrin 
fibrinogen receptor peptide site pla= 
telet 206: 759 
Interferon 
alpha protein kinase C gene 209: 813 
alpha2 conformation self assocn tryp= 
tophan 210: 953 
gamma receptor binding stoichiometry 
208: 781 
gamma receptor recombinant sol 
210: 545 
gamma truncated recombinant activi= 
ty 202: 1133 
lipopolysaccharide fibroblast metab 
202: 151 
oligoadenylate synthetase gene phor= 
bol ester 207: 297 
responsive gene regulation cytokine 
virus 206: 901 
Intergenic 
transcribed spacer sequence pea 
aphid 206: 935 
Interleukin 
transforming growth factor phospholi= 
pase A2 210: 169 
1 macrophage nitric oxide synthase 
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203: 251 
1 processing monocyte differentiation 
205: 295 
1 synovium protein kinase C 209: 81 
6 glycosylation mononuclear cell 
203: 135 
6 mouse recombinant 207: 903 
6 recombinant terminus glycosylation 
engineering 210: 9 
Intermediate 
filament desmin protofilamemt supra= 
mol structure 206: 841 
Interphase 
nucleus matrix 209: 503 
Intestine 
absorption antibiotic oligopeptide 
transport system 204: 923 
antibacterial peptide PR39 sequence 
202: 849 
brush border protein membrane 
fusion 201: 273 
IgE lectin mediated binding 
203: 393 
small lactase lactose analog hydrolysis 
209: 415 
small large blood group glycopeptide 
203: 285 
sorbin 201: 53 
Intracellular 
transport sialyltransferase liver 
208: 341 
Intramol 
electron transfer azurin driving force 
210: 399 
Intron 
excision tRNA endonuclease plant 
yeast 210: 193 
exon alpha actinin gene chick 
210: 801 
exon ferrochelatase gene human 
205: 217 
exon gene fumarase 207: 767 
lodonium 
diphenylene inhibition NADPH oxi= 
dase 208: 61 
lon 
effect ras protein p21 EFTu 
204: 179 
exchange liq chromatog eIF2 208: 73 
lonic 
strength protein HBsu soln structure 
204: 1049 
Iron 
actin oxidative bond cleavage 
203: 493 
coordination lipoxygenase active site 
soybean 207: 793 
core element hemosiderin 209: 847 
daunomycin complex structure 
207: 747 
hydrogenase Desulfovibrio 209: 357 
hydrogenase iron sulfur cluster Desul= 
fovibrio 209: 63 
redn cellobiose oxidase Phanerochaete 
205: 133 
regulatory factor organ proliferation 
208: 597 
release siderophore redn oxidoreduc= 
tase FMNH 209: 621 
responsive element protein homol 
aconitase 204: 599 
site methane monooxygenase hy= 
droxylase 210: 629 
sulfur center nitrate reductase Es= 
cherichia 207: 61 
sulfur cluster aldehyde oxidoreductase 
Desulfovibrio 204: 773 
sulfur cluster complex I mitochondria 
209: 1019 
sulfur cluster ferredoxin NMR Clos= 
tridium 204: 831 
sulfur prismane cluster protein Desul= 
fovibrio 206: 697 
sulfur prismane contg protein Desul= 
fovibrio 206: 705 
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sulfur prismane protein sequence 
Desulfovibrio 208: 435 
sulfur protein sequence human mito> 
chondrial 201: 547 
sulfur respiratory dehydrogenase 
bacteria hypochlorite 202: 1275 
lsoamyl 
acetate synthase Saccharomyces 
210: 1015 
Isocitrate 
dehydrogenase NAD NADP monomer 
Rhodomicrobium 202: 85 
dehydrogenase Synechocystis 
203: 99 
lyase gene ICL! sequence Saccharo= 
myces 204: 983 
Isoenzyme 
alc dehydrogenase beta gamma spe= 
cificity 205: 519 
aspartate aminotransferase sequence 
Panicum 204: 611 
ay horseradish NMR 
207: 
ae ).. e diverse retention 
sequence liver 206: 801 
carboxylesterase substrate 206: 527 
cGMP kinase detection organ 
208: 467 
delta protein kinase C sequence 
202: 931 
fructofuranosidase carrot 204: 915 
fumarase mRNA alternative transla= 
tion initiation 207: 767 
GIII beta glucanase sequence Horde= 
um 209: 103 
phospholipase A2 sequence Eristoco= 
phis 201: 6 
phospholipase C transducin subunit 
granulocyte 206: 821 
protein kinase C review 208: 547 
Isoenzymogen 
pepsinogen monkey development 
202: 205 
Isoform 
alpha actinin sequence chick 
210: 801 
cytochrome c phenylalanine Saccha= 
romyces 201: 21 
cytochrome oxidase sequence heart 
human 203: 193 
Isoglobotetraosylceramide 
kidney 209: 305 
Isolectin 
2 WGA2 gene sequence 210: 989 
Isoleucy] 
tRNA synthetase pretransfer proof= 
reading pyrophosphate 210: 451 
tRNA synthetase rate equation 
210: 443 
Isomerase 
isopropylmalate sequence homol 
aconitase Escherichia 204: 599 
peptidyl prolyl structure function 
Escherichia 206: 927 
triose phosphate heart glycolysis 
202: 913 
triosephosphate inhibition cyclic 
hexapeptide Trypanosoma 
207: 441 
triosephosphate reverse micelle di= 
merization hydration 208: 389 
Isoprenaline 
regulation mRNA PRP protein paro= 
tid 204: 591 
Isopropylmalate 
isomerase sequence homol aconitase 
Escherichia 204: 599 
IUBMB 
IUPAC nomenclature biochem mol 
biol 204: | 
IUPAC 
IUBMB nomenclature biochem mol 
biol 204: 1 
Jejunum 
transport dihydroxycholecalciferol 
triiodothyronine 201: 709 
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Jelly 
coat egg axolotl oligosaccharide aldi= 
tol 207: 9 
Journal 
25th anniversary editorial 204: 419 
Junction 
structure DNA enzyme interaction 
review 207: 285 
Juvenile 
hormone binding protein conforma= 
tion Galleria 201: 347 
hormone cuticle protein metamorpho= 
sis 206: 813 
Kallikrein 
pro recombinant salivary gland 
206: 225 
Kashin 
Beck procollagen II processing fulvate 
202: 1141 
Keratinocyte 
phospholipase A2 bradykinin phorbol 
ester 202: 941 
Ketimine 
sulfur cyclic review 202: 217 
Ketogenesis 
Fao cell 209: 291 
Ketoreductase 
prostaglandin carbonyl reductase 
identity 206: 491 
Ketothiolase 
acetoacetylICoA reductase gene se= 
quence Chromatium 209: 135 
Kex2 
endoproteinase protein transport 
endoplasmic reticulum 210: 811 
Kex2p 
endoprotease recombinant Saccharo= 
myces 204: 121 
Kidney 
ceramide 209: 305 
dihydroxyphenylalanine decarboxyl- 
ase essential cysteine 201: 393 
dihydroxyphenylalanine decarboxyl= 
ase sequence 201: 385 
halothane chlorotrifluoroethane metab 
207: 229 
hepatocyte growth factor receptor 
210: 375 
hexosaminidase A B complex 
202: 361 
lysosome cystatin alpha 205: 347 
membrane metalloendopeptidase 
hormone neuropeptide specificity 
204: 547 
PGE2 interleukin transforming 
growth factor 210: 169 
phenotypic transformation growth 
factor 209: 89 
prostaglandin ketoreductase 
206: 491 
proteasome contg 26S proteolytic 
complex 206: 567 
Killer 
toxin secretion signal amylase se= 
quence 203: 415 
Kinase 
acetylglucosamine acetylmannosane 
liver methylacetylglucosamine 
204: 1165 
acetylglutamate sequence Schizosac= 
charomyces 205: 33 
arginine scallop interaction actin 
filament 206: 251 
C inhibitor protein KCIP1 brain 
206: 453 
C protein interferon alpha gene 
209: 813 
casein Il Nmyc protein phosphoryla= 
tion 209: 945 
casein IIB corn 204: 299 
casein recognition site T antigen 
203: 239 
casein specificity conformation sub= 
unit role 204: 293 
casein substrate polylysine 205: 939 
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casein Vpu protein phosphorylation 
HIV1 204: 875 

cde2 form monoclonal antibody 
207: 169 

cGMP isoenzyme detection organ 
208: 467 

creatine coupling myosin ATPase 
coimmobilization 207: 951 

ectoprotein atriopeptin phosphoryla= 
tion 206: 179 

EGF receptor recombinant cyto= 
plasmic domain 207: 265 

glycerate Hyphomicrobium 210: 849 

glycogen synthase 3beta recombinant 
mammal 203: 305 

hydroxymethylglutaryl CoA reductase 
plant 209: 923 

insulin receptor autophosphorylation 
domain 208: 367 

insulin receptor inhibition fetuin 
sequence 204; 523 

lyn sre peptide specificity polylysine 
204: 1159 

M phase histone H1 fish 205: 537 

microtubule assocd protein phospho= 
rylation 203: 43 

phosphatidylinositol active site affini= 
ty labeling 210: 461 

phosphatidylinositol adipocyte insulin 
207: 599 

-—-< membrane brain 
201: 

. .. ee carboxylase 
phosphorylation Mesembryanthe= 
mum CAM 209: 95 

phosphoglycerate arginine substrate 
site 207: 29 

phosphoglycerate conformation phe= 
nylalanine yeast 205: 93 

phosphoglycerate fragment folding 
muscle yeast 202: 1083 

phosphoglycerate heart glycolysis 
202: 913 

phosphoglycerate —— caneng 
mechanism 208: 

phosphoglycerate inhibitor binding 
anion activation 205: 1077 

phosphoglycerate structure domain 
interaction yeast 202: 1157 

protein activation CGMP mammal 
202: 1339 

protein C activation dioleoylglycerol 
calcium 208: 327 

protein C arachidonate endothelium 
206: 965 

protein C eye retina 201: 601 

protein C isoenzyme delta sequence 
202: 931 

protein C isoenzyme review 208: 547 

protein C nucleus membrane sub= 
strate 210: 45 

protein C platelet calcium 205: 1003 

protein C short chain lipid 210: 765 

protein C synovium interleukin | 
209: 81 

protein cAMP cGMP platelet 
205: 471 

protein CDwS0 antigen phosphoryla= 
tion expression 203: 321 

protein cholinergic receptor gene 
expression 202: 813 

protein gene PfPK2 sequence Plas= 
modium 207: 305 

protein leukocyte colony stimulating 
factor 204: 705 

protein lymphoma gene cMyc phos= 
phoprotein 206: 595 

protein MARCKS 80K protein rela= 
tion 209: 7 

protein mast cell phospholipase D 
207: 163 

protein mitogen activated p34cdc2 
lamin 205: 287 

protein ribosome 60S subunit Saccha= 
romyces 206: 259 
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protein serine gene sequence human 
201: 475 

protein serine isoform Sorghum 
204: 821 

pyruvate gene DNasel site rat 
17 3 


pyruvate magnesium ATP conforma 
tion 205: 59 
p34cdc protein substrate dephospho= 
rylation phosphatase 205: 241 
rhodopsin fly eye 209: 1035 
rhodopsin light dependent mechanism 
specificity 208: 659 
thymidine 2 photoaffinity labeling 
TTP 206: 485 
tyrosine gene tki protein chicken 
208: 91 
tyrosine protein substrate specificity 
determinant 201: 501 
Kinetic 
model lysine transport Corynebacteri 
um 202: 137 
Kinetics 
electrotransformation Escherichia 
209: 431 
enzyme efficiency optimization evolu 
tion 206: 289 
glutamate semialdehyde aminotrans 
ferase 202: 749 
inhibition procaine calcium ATPase 
muscle 202: 559 
phytoene phytofluene desaturase 
flavoprotein Capsicum 209: 399 
Kininogen 
T antibody immunoassay 204: 501 
Kupffer 
cell chylomicron remnant receptor 
205: 775 
Labeling 
affinity self catalyzed Qbeta replicase 
202: 249 
photoaffinity thymidine kinase 2 
TTP 206: 485 
Lacrimal 
gland peroxidase cytosol 206: 59 
Lactalbumin 
calcium binding fluo3 fluorometry 
202: 1333 
gene cattle cloning Saccharomyces 
202: 471 
NMR arom 210: 699 
proton NMR assignment 210: 699 
Lactase 
specificity lactose analog hydroxy! 
group 209: 415 
Lactate 
dehydrogenase nonallosteric histidine 
mutation Lactobacillus 209: 993 
dehydrogenase sequence Lactobacillus 
208: 799 
dehydrogenase solvent denaturant 
205: 501 
oxidase semisynthetic model kinetics 
mechanism 203: 533 
Lactobacillus 
antibiotic nisin Z gene sequence 
201: 581 
dihydrofolate reductase NADPH 
conformation 204: 173 
lactate dehydrogenase gene sequence 
208: 799 
lactate dehydrogenase nonallosteric 
histidine mutation 209: 993 
Lactobionate 
amide antithrombotic anticoagulant 
203: 121 
Lactococcus 
serine proteinase epitope 204: 815 
Lactone 
aldonate arom lactonohydrolase Fu 
sarium 209: 383 
Lactonohydrolase 
Fusarium 209: 383 
Lactose 
analog hydroxyl group lactase specif 
icity 209: 415 
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Lactyl 
CoA dehydratase stereochem mecha= 
nism Clostridium 206: 547 
Lamin 
phosphorylation mitogen activated 
protein kinase 205: 287 
Laminin 
Bl! chain recombinant structure 
209: 571 
B2 chain nidogen binding site 
202: 167 
heparan su!fate proteoglycan 
208: 359 
nidogen urokinase interaction 
207: 937 
Large 
small intestine blood group glycopep 
tide 203: 285 
Laticauda 
erabutoxin a lysine 27 208: 125 
LDI 
uptake macrophage ikarugamycin 
antibiotic 205: 841 
Leaf 
Sorghum light signal transduction 
photosynthesis 204: 821 
Lectin 
galactose acetylgalactosamine cros 
slink carbohydrate 208: 179 
gene Erythrina cloning Escherichia 
205: 575 
mediated binding IgE intestine 
203: 393 
oligosaccharide structure bean 
204: 313 
precursor processing Galanthus 
202: 23 
Leech 
ornatin sequence 202: 1073 
ovohemerythrin yolk protein 
209: 563 
vitellin vitellogenin 201: 191 
Legumin 
precursor processing assembly lupine 
seed 206: 941 
Leishmania 
histone H2A cDNA sequence antigen 
205: 211 
Lens 
crystallin alphaB beta transglutami 
nase 205: 671 
crystallin sequence human 202: 775 
Lentil 
rotoplast lipoxygenase monoclonal 
antibody electroporation 205: 995 
Lepidoptera 
cell line glycan fucosylation 207: 987 
Leucine 
aminopeptidase sequence conservative 
evolution Arabidopsis 205: 425 
Leukemia 
cell calcium cytosol nucleus 209: 745 
cell microsome membrane myristoy! 
transferase 201: 257 
cell proliferation ferricyanide redn 
ascorbate 206: 807 
differentiated promonocyte leukotri 
ene C4 synthase 209: 725 
differentiation lipopeptide pertussis 
toxin superoxide 203: 143 
expression histidine decarboxylase 
gene 209: 533 
human T cell virus proteinase 
206: 919 
inhibitory factor gene cross species 
204: 21 
myeloid vimentin specific cathepsin G 
205: 947 
Leukocyte 
aminopeptidase P 210: 93 
antileukoprotease cartilage matrix 
207: 773 
arachidonate lipoxygenase multiple 
form 202: 1231 
cell proliferation ferricyanide redn 
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ascorbate 206: 807 
colony stimulating factor protein 
kinase 204: 705 
formyl peptide interaction neutral 
endopeptidase 201: 421 
GTPase gene rac! G protein 
206: 537 
polymorphonuclear procollagenase 
activation mercury chloride 
202: 1223 
urokinase receptor paroxysmal noc= 
turnal hemoglobinuria 208: 397 
Leukotriene 
C4 synthase differentiated U937 cell 
209: 725 
metab liver toxicity halothane 
206: 869 
transport hepatocyte hepatoma 
209: 281 
Lewis 
b blood group glycosphingolipid 
203: 577 
LHCP 
pigment complex reconstitution 
205: 71 


Lichenase 
Clostridium sequence 204: 13 
Ligand 
binding thermodn Hb isoform Buba= 
lus 204: 509 
stereospecificity lumazine protein 
Photobacterium 210: 711 
Ligase 
acetylmuramoylalanine glutamate 
Escherichia 202: 1169 
aminobenzoate CoA sequence Pseudo= 
monas 205: 721 
aminobenzoate CoA sequence Pseudo= 
monas plasmid 207: 715 
benzoyl CoA redn 205: 195 
DNA II liver 203: 53 
Light 
ATP formation CFOF1 ATPase chlo= 
roplast 210: 287 
harvesting chlorophyll binding protei 
205: 71 
harvesting photosystem electron 
transport 204: 1107 
inducible protein integration thyla= 
koid membrane 208: 195 
rhodopsin kinase mechanism 
208: 659 
signal transduction Sorghum leaf 
204: 821 
Linker 
protein gene phycobilisome Mastigo= 
cladus sequence 205: 927 
Lipase 
essential thiol modification pancreas 
204: 1063 
inactivation mixed monolayer hydro 
lipstatin sulfide 202: 395 
isoform specificity Geotrichum 
202: 485 
lipoprotein mutation deficiency hu= 
man 208: 267 
monoacylglycerol diacylglycerol Peni 
cillium 203: 233 
pancreas conformation hydrolipstatin 
bile salt 205: 383 
sequence mechanism pancreas horse 
206: 279 
stomach 202: 75 
Lipid 
hydroperoxide lipoxygenase iron 
coordination lyophilization 
207: 793 
peroxidn glutathione thiol protein 
tocopherol 210: 139 
short chain ceramide cell growth 
210: 765 
Lipoamide 
dehydrogenase active site Azotobacter 
202: 863 
dehydrogenase active site mechanism 
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mutation 207: 487 
dehydrogenase Azotobacter carboxy 
terminus dimerization 207: 499 
dehydrogenase binding dihydrolipoyl 
transacetylase Azotobacter 
202: 841 
dehydrogenase conformation redox 
Azotobacter 202: 1049 
dehydrogenase LPD3 Pseudomonas 
sequence 202: 231 
Lipoate 
acetyltransferase lipoyl domain con= 
formation 201: 203 
Lipogenic 
enzyme adipose tissue hypothalamic 
obesity 207: 377 
enzyme gene liver glyceride chain 
208: 381 


enzyme liver hormone nutrition review 
205: 433 
Lipolysis 
adipocyte adrenergic receptor 
205: 867 
Lipopeptide 
leukemia differentiation pertussis 
toxin superoxide 203: 143 
Lipopolysaccharide 
Escherichia oligosaccharide 203: 127 
heptaacyl Salmonella gene ssc 
204: 1101 
interferon fibroblast metab 202: 151 
Rhodobacter sialic acid trisaccharide 
204: 217 
Vibrio polysaccharide antigen 
210: 491 
Lipoprotein 
assocn phosphatidylinositol phospho= 
lipase D 206: 747 
lipase mutation deficiency human 
208: 267 
low d receptor gene mutation 210: | 
oxidized macrophage antiatheroscler= 
otic concanamycin B 207: 383 
receptor regulation hepatocyte choles= 
terol 206: 973 
Lipoteichoate 
extn purifn structure pneumococcus 
207: 1063 
Lipoteichoic 
acid structure Gram pos bacteria 
202: 1269 
Lipoxygenase 
active site iron coordination soybean 
207: 793 
arachidonate multiple form leukocyte 
202: 1231 
inactivation hydrogen peroxide diva 
lent cation 210: 109 
L 2 sequence rice 206: 331 
monoclonal! antibody electroporation 
lentil protoplast 205: 995 
Lipoyl 
domain lipoate acetyltransferase 
conformation 201: 203 
Liq 
chromatog affinity metal ion 
210: 177 
chromatog dTDP deoxyxylohexulose 
rhamnose 204: 539 
chromatog inositol phosphate metab< 
olite detn 207: 359 
chromatog ion exchange el F2 
208: 73 
chromatog tenascin purifn 205: 545 
chromatog tubulin yeast 210: 343 
Lithium 
Dictyostelium G protein 209: 299 
Liver 
acetyl CoA carboxylase diurnal phos- 
phorylation 203: 615 
acetylglucosamine acetylmannosane 
kinase methylacetylglucosamine 
204: 1165 
acute phase orosomucoid phenobarbi= 
tal albumin 203: 655 
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alc dehydrogenase specificity stereo 
selectivity 201: 615 

aminobutyrate aminotransferase 
sequence pig 208: 351 

ATP citrate lyase hormone nutrient 
209: 217 

baboon cytochrome P 450 isoenzyme 
204: 641 

carboxylesterase isoenzyme diverse 
retention sequence 206: 801 

cathepsin J 204: 381 

cell cycle topoisomerase I 210: 359 

cell vol glutathione conjugate release 
209: 437 

chylomicron remnant receptor 
205: 775 

CMP acetylneuraminic acid hydroxy= 
lase 206: 269 

colony stimulating factor glycosylation 
205: 1163 

cytochrome P 450 development 
202: 583 

cytochrome 450 zonation 204: 407 

cytosol alc dehydrogenase butanol 
oxidoredn 204: 353 

cytosol malic enzyme 201: 339 

cytosol mannosidase specificity 
202: 1257 

cytosol Z protein 205: 1137 

dihydrodiol dehydrogenase activity 
dehydrogenase 205: 1155 

dipeptidylpeptidase processing glyco= 
sylation 210: 161 

DNA ligase II 203: 53 

fructose enzyme fetus hormone 
207: 391 

ganglioside formation excretion 
205: 809 

ganglioside GM3 senescence 
203: 107 

gene CYP2D polymorphism 208: 739 

glucose phosphorylation potassium 
salt 204: 363 

glycerol phosphate ethanol 205: 187 

glycogenolysis thromboxane prosta- 
glandin thrombin 208: 753 

hepatocyte growth factor receptor 
210: 375 

IGF II gene expression 209: 445 

lipogenic enzyme gene glyceride chain 
208: 381 

lipogenic enzyme hormone nutrition 
review 205: 433 

lysosome protein degrdn proteinase 
209: 223 

mannosidase specificity oligosacchar 
ide chitobiose core 208: 451 

metab hemodynamics sympathetic 
nerve review 207: 399 

microsome cholesterol acyltransferase 
regulation 204: 203 

microsome cis prenyl transferase 
202: 789 

microsome glucose phosphatase 
208: 643 

microsome glycoprotein cyclophilin 
related sequence 206: 31 

microsome oxidative damage thiol 
glutathione 210: 139 

mitochondria cytosol fumarase isoen 
zyme formation 207: 767 

mitochondria ornithine citrulline 
carrier 207: 449 

nonparenchyma endotoxin phospho 
fructokinase parenchyma 
203: 593 

nucleus glucose binding protein 
CBP67 205: 1017 

organelle mannosidase 205: 399 

ornithine decarboxylase osmotic 
pressure 202: 1327 

periportal zone acetyl CoA synthetase 
204: 359 

peroxisome oxidn fatty acid hormone 
208: 705 
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phosphoarginine hydrolase 208: 747 
phosphoenolpyruvate carboxykinase 
insulin 202: 985 
phosphofructokinase mRNA regula= 
tion rat 202: 293 
rat CDNA fetuin sequence 204: 523 
sialyltransferase formation intracellu= 
lar transport 208: 341 
sorbitol dehydrogenase kinetic mech= 
anism 210: 641 
sterol biosynthesis anticholesterolemic 
209: 315 
toxicity halothane leukotriene metab 
206: 869 
tyrosine aminotransferase recombi= 
nant form 201: 399 
5S rRNA conformation 204: 583 
bster 
spiny hemocyanin subunit c sequence 
206: 243 
cust 
neurohormone Lom OMP sequence 
202: 1121 
Locusta 
insulin sequence corpus cardiacum 
201: 495 
pars intercerebralis peptide structure 
204: 147 
Long 
chain alc dehydrogenase Amycolatop= 
sis 206: 511 
Loop 
hairpin cystatin egg white 209: 837 
Lovastatin 
sterol biosynthesis liver spleen testis 
209: 315 
Low 
d lipoprotein receptor gene mutation 
10: | 


Luciferase 
dinucleoside polyphosphate synthesis 
firefly 202: 507 
galactose dehydrogenase fusion prod= 
uct bioluminescence 204: 241 
Lumazine 
protein ligand stereospecificity Photo- 
bacterium 210: 711 
Luminescence 
gene lux cloning sequence Photobac= 
terium 201: 16! 
Lung 
cytochrome P450 inflammatory medi= 
ator carcinogenesis 208: 521 
hepatocyte growth factor receptor 
210: 375 
Lupine 
seed legumin precursor processing 
assembly 206: 941 
Lutropin 
alpha subunit sequence bullfrog 
203: 185 
beta subunit sequence bullfrog 
205: 105 
LW 
10082 antithrombotic anticoagulant 
203: 121 
Lyase 
ATP citrate fluorocitrate enantiomer 
202: 889 
ATP citrate liver hormone nutrient 
209: 217 
ATP citrate redox regulation 
204: 249 
ATP citrate sequence 204: 491 
cytochrome cl heme sequence Sac 
charomyces 207: 1093 
isocitrate gene ICL1 sequence Saccha 
romyces 204; 983 
peptidylhydroxyglycine cDNA se= 
quence Xenopus skin 201: 551 
phenylalanine ammonia gene se 
quence potato 204: 621 
Lymnaea 
galactosyltransferase 201: 459 
protein MIP III sequence 205: 675 
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Lymphoblast 
DNase II reaction mech 202: 479 
Lymphocyte 
membrane Gs protein subunit 
208: 693 
neutrophil cytosol membrane super 
oxide oxidase 202: 649 
recombinant protein p51tkl kinase 
chicken 208: 91 
transferrin receptor endocytosis ki 
netics 201: 295 
Lymphoma 
gene cMyc phosphoprotein protein 
kinase 206: 595 
Lyn 
tyrosine protein kinase substrate 
specificity 204: 1159 
Lyophilization 
lipid hydroperoxide lipoxygenase 
iron coordination 207: 793 
Lysine 
crystallin alphaB beta transglutami 
nase 205: 671 
DD peptidase Streptomyces 207: 97 
essential glutamate dehydrogenase 
Clostridium 207: 533 
excretion Corynebacterium carrier 
system 202: 131 
glucosamine phosphate synthase 
substrate site 201: 175 
pyridoxal phosphate glutamate semi 
aldehyde aminotransferase 
206: 579 
transport Corynebacterium energy 
kinetic model 202: 137 
tRNA synthetase amino terminus 
Saccharomyces 207: | 
27 snake curaremimetic toxin 
208: 125 
Lysosomal! 
sialidase ganglioside human 208: 623 
Lysosome 
kidney cystatin alpha 205: 347 
liver protein degrdn proteinase 
209: 223 
yeast proteinase PrB precursor pro 
cessing 203: 641 
Lysozyme 
cytochrome oxidase conformation 
dynamics NMR 208: 713 
histidine topol metal affinity chroma 
tog 202: 1115 
phage Cp! fusion protein purifn 
203: 153 


secretion disulfide bond elimination 
205: $51 


secretion glycosylation degrdn fibrob 
last 210: 591 
site conformation change chitotrisac 
charide binding 210: 351 
Lysyl 
tRNA synthetase substrate discrimi 
nation yeast 204: 1015 


L3 
ribosomal protein sequence Bacillus 
207: 877 
ribosome protein sequence homol 
YmL9 206: 373 
L4 
ribosomal protein sequence Bacillus 
207: 877 
M 
phase histone kinase fish oocyte 
205: $37 
Macaca 
pepsinogen isoenzymogen develop 
ment 202; 205 
Macroglobulin 
alpha2 bait region interaction trypsin 
209: 409 
alpha2 mouse sequence 210: 319 
alpha2 protein PZP proteinase inhib 
ition 210: 1071 
Macrophage 
arachidonate phospholipase A2 
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202: 873 
differentiation CD4 antigen gene 
transcription 207: 321 
LDL uptake inhibition ikarugamycin 
antibiotic 205: 841 
nitric oxide synthase interleukin | 
203: 251 
oxidized lipoprotein antiatherosclerot 
ic concanamycin B 207: 383 
surface galactose bearing glycoprotein 
206: 197 
Magnesium 
ATP conformation nucleotidyl phos 
phony! transferase 205: 59 
ATP nitrogenase electron transfer 
temp 208: 295 
carbamoyl! phosphate synthetase II 
regulation 207: 957 
glycine tRNA conformation Bombyx 
210: 671 
NSCP protein thermodn 208: 133 
photosystem electron transport 
204: 1107 
photosystem II chlorophyll binding 
protein 201: 515 
spermidine isoleucyl tRNA synthetase 
kinetics 210: 443 
Magnetic 
Soret CD myoglobin histidine 
210: 337 
Malate 
dehydrogenase Mucor fatty acid 
desatn 209: 667 
dehydrogenase NADP activation 
thioredoxin Aspergillus 210: 421 
polymer DNA polymerase primase 
Physarum 206: | 
Malic 
enzyme brown adipocyte culture 
hormone 203: 313 
enzyme fatty acid desatn Mucor 
209: 667 
enzyme liver cytosol 201: 339 
enzyme NADP cytosol breast cancer 
202: 681 
enzyme NADP gene induction Me 
sembryanthemum 208: 259 
Malonate 
decarboxylase biotin contg mechanism 
Malonomonas 207: 117 
Malonomonas 
biotin contg malonate decarboxylase 
mechanism 207: 117 
Mammal 
brain sulfur cyclic ketimine review 
202: 217 
calponin SM22 isoform muscle bird 
205: 1067 
cecropin P! conformation 209: 163 
cell DNA transfection elec field 
206: 115 
cytochrome c oxidase kinetics mecha 
nism 205: 1145 
evolution alanine glyoxylate amino 
transferase 207: 757 
evolution Ginglymostoma FABP 
protein sequence 203: 327 
glycogen synthase kinase 3beta re 
combinant 203: 305 
Hb binding oxygen 204: 1155 
insect prokaryote short chain dehy= 
drogenase 209: 233 
leukemia inhibitory factor gene se 
quence 204: 21 
multienzyme complex aspartyl tRNA 
synthetase 203: 459 
species brain somatostatin protease 
specificity 208: 145 
Mammary 
cancer cytosol NADP malic enzyme 
202: 681 
Manduca 
insecticyanin INSa INSb gene se= 
quence 205: 491 
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Mannitol 
enzyme II gene sequence Staphylo= 
coccus 204: 963 
Mannose 
phosphate receptor thyroglobulin 
endocytosis thyroid 209: 111 
Mannosidase 
HT29 cell differentiation swainsonine 
205: 1169 
organelle liver 205: 399 
specificity liver cytosol 202: 1257 
specificity oligosaccharide chitobiose 
core liver 208: 451 
Mapping 
ferrochelatase gene chromosome 
human 205: 217 
sequence collagen X gene 206: 217 
MARCKS 
80K phosphoprotein relation gene 
species 209 
Marine 
bacteria Cytophaga like kappa carra> 
geenase 201: 241 
sponge Tethya hemolysin 210: 499 
Marmoset 
sequence alanine glyoxylate amino= 
transferase 207: 757 
Mass 
spectrometry lipoteichoate pneumo= 
coccus 207: 1063 
spectrometry protein sequencing 
206: 691 
Mast 
cell degranulation phospholipase A2 
209: 257 
cell phosphatidylcholine specific 
phospholipase D 207: 163 
Mastigocladus 
phycobilisome linker protein gene 
sequence 205: 927 
phycobilisome structure 205: 907 
Math 
model enzyme metab review 201: | 
Mating 
factor Erl0 gene sequence Euplotes 
202: 759 
Matrix 
cartilage antileukoprotease leukocyte 
207: 773 
interphase nucleus 209: 503 
peptide influenza histocompatibility 
antigen modeling 208: 101 
Maturation 
oocyte methyladenine G protein 
starfish 207: 833 
promoting factor cdc2 CKShs2 
203: 353 
promoting factor histone H1 kinase 
205: 537 
Max 
correlation coeff principle protein 
structure 207: 429 
Mdrl 
gene glycophosphoprotein mRNA 
tissue 206: 137 
Mechanism 
based inhibitor diaminobutyne dia- 
mine oxidase 209: 661 
synthase glutamate Azospirillum 
202: 181 
Megasphaera 
hydrogenase hydrogen tritium ex= 
change 205: 117 
Melanin 
concg hormone core conformation 
206: 23 
formation dopachrome tautomerase 
tyrosinase dihydroxyindole 
208: 155 
Melanogenesis 
dopachrome tautomerase tyrosinase 
dihydroxyindole 208: 155 
Membrane 
Acholeplasma acyl protein myristic 
acid 204: 231 
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ADP receptor G protein platelet 
207: 259 


anchor cAMP binding protein Sac= 
charomyces 202: 299 

assocd cyclophilin isoform 206: 31 

assocn acetylcholinesterase multiple 
form nematode 207: 1101 

ATPase Acetobacterium sodium 
translocating 206: 553 

bacteriorhodopsin CFOF1 ATPase 
coreconstitution 210; 287 

basement glycoprotein conformation 
calcium binding 205: 233 

basement heparan sulfate proteogly= 
can 208: 359 

basement organization nidogen uroki= 
nase binding 207: 937 

bilayer merocyanine absorption spec= 
tra 207: 1085 

brain adenosine Al receptor 
206: 171 

brain PACAP receptor 202: 951 

cardiolipin binding rhodanese folding 
intermediate 210: 831 

catechol methyltransferase recombi= 
nant 207: 813 

cell mitochondria cAMP receptor 
yeast 202: 299 

CHO mutant cholesterol glyceride 
205: 827 

colicin A pore domain conformation 
202: 1299 

endoglycoceramidase Corynebacterium 
205: 729 

fluidity trophoblast culture ATPase 
206: 88 

fusion brush border protein intestine 
201: 273 

glucan binding protein receptor cray= 
fish 207: 223 

glycoprotein fucosylation hepatoma 
208: 669 

heart G protein GTP carbachol 
204: 725 

integration SecY protein Escherichia 
207: 803 

kidney metalloendopeptidase hor= 
mone neuropeptide specificity 
204: 547 

lymphocyte Gs protein subunit 
208: 693 

mammalian protein rap 207: 207 

microsome insertion catechol methyl= 
transferase formation 202: 1013 

microsome leukemia cell myristoyl= 
transferase 201: 257 

mitochondria protein amino acid 
205: 1207 

neutrophil NADPH oxidase inhibition 
208: 61 

Nocardia pantoyl lactone dehydroge- 
nase FMN 204: 799 

nucleus substrate protein kinase (€ 
210: 45 

pancreas cholecystokinin A receptor 
203: 521 

partition sterol antifungal filipin 
aggregate 207: 125 

phosphatidylinositol kinase brain 
201: 249 

plasma ATPase isoform 2 sequence 
205: 333 

potential bloodstream Trypanosoma 
202: 411 

protein SP C conformation orientation 
203: 201 

proton ATPase inhibition mechanism 
Saccharomyces 201: 91 

proton transporting ATPase Schizo= 
saccharomyces mutant 209: 275 

purple phase retinal 207: 581 

pyrophosphatase Sulfolobus 
207: 741 

succinate dehydrogenase complex 
Sulfolobus 201: 593 
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ubiquinone 10 phase mitochondria 
204: 1125 
urokinase plasminogen activator 
receptor anchor 208: 493 
yeast ATPase heat shock protein 
206: 635 
Mercaptoethanol 
cystine glutathione insulin pancreatic 
islet 210: 297 
Mercury 
binding protein gene MerP 205: 375 
chloride activation procollagenase 
polymorphonuclear leukocyte 
202: 1223 
Merocyanine 
540 absorption spectra decompn 
207: 1085 
MerP 
protein mercury binding 205: 375 
Merrifield 
synthesis neuropeptide Y 206: 39 
Mesangium 
nitric oxide synthase monokine 
203: 251 
Mesembryanthemum 
NADP malic enzyme gene induction 
208: 259 
phosphoenolpyruvate carboxylase 
phosphorylation kinase CAM 
209: 95 
Mesothelioma 
platelet derived growth factor mRNA 
208: 589 
Metab 
channeling pool size 204: 257 
crassulacean acid phosphoenolpyru= 
vate carboxylase kinase 209: 95 
enzyme covalent modification regula= 
tion model 204: 807 
enzyme math model review 201: | 
flux control coeff enzyme model 
210: 147 
pathway Saccharomyces NMR spec 
troscopy 201: 715 
Metabolic 
control respiration potato mitochond- 
ria 210: 775 
flux control enzyme concn model 
210: 147 
Metabolite 
efflux bacteria osmotic shock gadoli 
nium 206: 559 
Metal 
affinity chromatog lysozyme histidine 
topol 202: 1115 
binding site actin sequence 203: 493 
ion affinity liq chromatog 210: 177 
responsive clement metallothionein 
gene human 210: 555 
Metallocluster 
nitrogenase review 205: | 
Metalloendopeptidase 
atriopeptin receptor proteolysis adre 
nal 209: 717 
kidney membrane hormone neuropep 
tide specificity 204: 547 
Metallothionein 
cobalt zinc binding 209: 335 
isoform MTO cDNA sequence human 
209: 999 
metal responsive element gene human 
210: 555 
phosphate assocn dimerization cadmi 
um lung 205: 1131 
zinc gene sequence wheat embryo 
209 97] 
Metamorphosis 
cuticle protein juvenile hormone 
206: 813 
Drosophila cecropin C gene transcrip 
tion 204: 395 
Metarhizium 
cuticle proteinase Pr! cDNA sequence 
204: 991 


Metavinculin 
vinculin gene sequence human 
204: 767 
Methane 
monooxygenase carbon centered 
substrate radical 210: 67 
monooxygenase hydroxylase histidine 
diiron site 210: 629 
Methanobacterium 
formylmethanofuran dehydrogenase | 
209: 1013 
methyl coenzyme M reductase isoen= 
zyme 206: 87 
methylenetetrahydromethanopterin 
dehydrogenase gene sequence 
202: 1205 
substrate analog methyl CoM reduc= 
tase 210: 101 
tungsten contg formylmethanofuran 
dehydrogenase 207: 559 
Methanolobus 
reduced coenzyme F420 dehydroge= 
nase 203: 527 
Methanopyrus 
formylmethanofuran tetrahydrometh= 
anopterin formyltransferase salt 
210: 971 
hydrogen forming methylenetetrahyd= 
romethanopterin dehydrogenase 
sequence 208: 511 
Methanothrix 
carbon monoxide dehydrogenase 
EPR 202: 1291 
Methionine 
D1 protein azidoatrazine labeling site 
207: 1077 
Methionyl 
tRNA synthetase magnesium ATP 
conformation 205: 59 
Methyl 
coenzyme M reductase isoenzyme 
Methanobacterium 206: 87 
coenzyme M reductase Methanobac= 
terium correction 207: 1129 
coenzyme M reductase nickel ESR 
210: 101 
Methylacetylglucosamine 
liver acetylglucosamine acetylmanno- 
sane kinase 204: 1165 
Methyladenine 
oocyte maturation G protein starfish 
207: 833 
Methylamine 
dehydrogenase gene sequence Thioba= 
cillus 202: 1003 
Methylclofenapate 
cytochrome P 450IVA1 organ induc= 
tion 206: 979 
Methyleneglutarate 
mutase adenosylcobalamin cobalamin 
Clostridium 205: 767 
Methylenetetrahydromethanopterin 
dehydrogenase gene sequence Metha 
nobacterium 202: 1205 
hydrogen forming dehydrogenase 
208: 511 
Methylhydroxyellipticesium 
anticancer intercalation conformation 
DNA 204: 1035 
Methylophilus 
cytochrome c electron proton transfer 
208: 427 
Methyltransferase 
catechol formation microsome mem 
brane insertion 202: 1013 
catechol recombinant brain 207: 813 
Ecal DNA 209: 391 
HgiCl gene Herpetosiphon sequence 
202: 1247 
histidine actin specific carnosine 
muscle 210; 311 
MH¢ 
Staphylococcus enterotoxin B 
209: 823 
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Micelle 
lipoteichoic acid Gram pos bacteria 
202: 1269 
merocyanine absorption spectra 
207: 1085 
reverse chymotrypsin kinetics mecha= 
nism 208: 165 
reverse triosephosphate isomerase 
dimerization hydration 208: 389 
reversed polymeric surfactant enzyme 
reaction 206: 737 
Microheterogencity 
calcium pump isoform 2 sequence 
205: 333 
Microscope 
calcium cell antigen fluo3 209: 745 
Microscopy 
confocal fluorescence calcium cell 
209: 745 
Micrcsome 
cholesterol acyltransferase regulation 
liver 204: 203 
glucose phosphatase liver 208: 643 
glycoprotein cyclophilin related se 
quence liver 206: 31 
liver cis prenyl transferase 202: 789 
liver oxidative damage thiol gluta 
thione 210: 139 
membrane insertion catechol methyl 
transferase formation 202: 1013 
membrane leukemia cell myristoyl 
transferase 201: 257 
mitochondria targeting alanine gly 
oxylate aminotransferase 207: 757 
Microtubule 
assocd protein phosphorylation kinase 
203: 43 
assocd protein sea urchin egg 
205: 1195 
bundling synapsin | 206: 783 
dynein ATPase Tetrahymena cilia 
206: 911 
purifn tubulin yeast 210: 343 
Mitochondria 
aspartate aminotransferase isoenzyme 
sequence Panicum 204: 611 
aspartate aminotransferase precursor 
protein 208: 699 
aspartate glutamate carrier protein 
210: 269 
ATP synthase subunit spinach 
205: 409 
ATP synthase subunit 4 assembly 
205: 163 
cardiolipin detn spectrophotometry 
209: 267 
cardiolipin preprotein import confor 
mation competence 210: 831 
complex I iron sulfur cluster 
209: 1019 
cytochrome bec! Rieske cluster redox 
208: 685 
cytochrome c reductase phospholipid 
interaction 209: 423 
cytochrome c reductase potato 
208: 761 
cytochrome mRNA triiodothyronine 
207: 247 
dihydrolipoamide dehydrogenase 
cDNA sequence pea 204: 865 
dolichylphosphate mannose synthase 
purifn localization 206: 853 
elongation factor gene sequence Sac 
charomyces 201: 643 
endonuclease Drosophila embryo 
210: 455 
fumarase isoenzyme formation liver 
207: 767 
gene expression nucleus cell growth 
207: 25 


import apocytochrome c neg phospho 
lipid 204: 841 

liver ornithine citrulline carrier 
207: 449 

membrane cAMP receptor yeast 
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202: 299 

membrane protein amino acid 
205: 1207 

microsome targeting alanine glyoxy= 
late aminotransferase 207: 757 


NADPH NADH dehydrogenase pota= 


to 202: 617 

nucleus gene transcript Zajdela hepa 
toma 205: 1187 

plant NADH dehydrogenase ubiqui 
none reductase 208: 481 

porin cysteine structure 202: 903 

potato respiration metabolic control 
210: 775 

proton permeability induction ATP 
yeast 208: 487 

proton permeability thyroid hormone 
206: 775 

proton transport gating energy cou 
pling 208: 9 

proton transport respiration mammal 
202 

quinone redox site photosystem II 
209: 73 

respiration Ehrlich ascites oxygen 
dependence 207: 857 

respiration proton translocation mam 
mal 202: 121 

Saccharomyces pyruvate dehydroge 
nase 209: 697 

ubiquinone 10 phase membrane 
204: 1125 


yeast NADH dehydrogenase sequence 


transport 203: 587 
Mitochondrial 
iron sulfur protein sequence human 
201: 547 
Mitochondrion 
protonmotive force ATPase Trypano 
soma 209: 207 
Mitogen 
activated protein kinase p34cdc2 
lamin 205: 287 
cystine transport T lymphocyte 
201: 113 
induction protein gene T! 204: 1041 
MO 


HOMO hydroxybenzoate hydroxylase 


substrate 206: 479 
Model 
carbon monoxide recombination 
myoglobin Hb 205: 621 
cytochrome c3 redox behavior Desul 
fovibrio 202: 1101 
enzyme cascade effector modifier 
enzyme 204: 807 
enzyme metab review 201: | 
enzyme water content org solvent 
202: 379 
kinetic lysine transport Corynebacter 
ium 202: 137 
metabolic flux control enzyme concn 
210: 147 
resonant recognition protein DNA 
interaction 205: 613 
semisynthetic lactate oxidase kinetics 
mechanism 203: 533 
Modeling 
influenza matrix peptide histocompa 
tibility antigen 208: 101 
Modifier 
enzyme enzyme cascade effector 
model 204: 807 
Moessbauer 
iron sulfur cluster protein 206: 705 
redox potential energy level cyto= 
chrome 204: 779 
Moiety 
conserved cycle metab flux model 
210: 147 
Mol 
biol IUPAC IUBMB nomenclature 
204: | 
dynamics calmodulin bent extended 
conformation 204: 931 


1992 
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dynamics computer simulation review 
204: 947 
dynamics HLA A2 peptide complex 
208: 101 
modeling NMR nogalamycin 
dGACGTC intercalation 205: 45 
Molluscan 
insulin related neuropeptide III snail 
205: 675 
Mollusk 
adrenergic agonist G protein muscle 
210: 279 
Molybdenum 
formylmethanofuran dehydrogenase | 
Methanobacterium 209: 1013 
Monkey 
pepsinogen isoenzymogen develop= 
ment 202: 205 
Monoacylglycerol 
diacylglycerol lipase Penicillium 
203: 233 
Monoclonal 
antibody cde2 kinase form 207: 169 
antibody cholinergic receptor epitope 
207: 915 
antibody lipoxygenase electroporation 
lentil protoplast 205: 995 
antibody neutralizing Pseudomonas 
elastase 206: 587 
antibody rare cell surface antigen 
208: | 
antibody sequence RhD blood group 
207: 1115 
IgG2a mouse conformation low pH 
201: 223 
Monocyte 
cyclooxygenase thromboxane synthase 
regulation 206: 131 
differentiation interleukin | process= 
ing 205: 295 
differentiation plasminogen activator 
inhibitor 205: 203 
Monocytopoiesis 
gene plasminogen activator inhibitor 
205: 203 
Monokine 
nitric oxide synthase mesangium 
203: 251 
Monolayer 
mixed lipase inactivation hydrolipsta= 
tin sulfide 202: 395 
Mononuclear 
cell glycosylation interleukin 6 
203: 135 
Monooxygenase 
aminobenzoyl CoA sequence Pseudo 
monas plasmid 207: 715 
human optimization yeast recombi= 
nant system 207: 109 
hydroxyphenylacetate Flavobacterium 
201: 585 
methane carbon centered substrate 
radical 210: 67 
methane hydroxylase histidine diiron 
site 210: 629 
peptidylglycine alpha hydroxylating 
recombinant Xenopus 209: 189 
peptidylglycine hydroxylated cDNA 
Xenopus sequence 201: 551 
xylene NADH acceptor reductase 
Pseudomonas 209: 51 
Monoraphidium 
plastocyanin cytochrome photooxidn 
photosystem 203: 115 
Mosquito 
Bacillus binary toxin binding 
210: 585 
Moth 
CIF immunoresponsive factor 
204: 885 
Mouse 
alpha2 macroglobulin sequence cDNA 
210: 319 
brain protein AP47 gene sequence 
202: 569 
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CCAAT enhancer binding protein 
gene 208: 501 

cDNA PRP protein sequence 
204: 591 

collagen VIII gene sequence 207: 895 

complement Clq C chain sequence 
209: 129 

development mol gene analysis review 
204: 5 

ELAM | glycoprotein gene 206: 401 

goat beta casein gene expression 
205: 887 

HSP47 protein cDNA sequence 
206: 323 

human collagen gene cloning sequence 
206: 217 

monoclonal IgG2a conformation low 
pH 201: 223 

proline rich protein MP4 gene 
202: 969 

protein kinase C isoenzyme cDNA 
202: 931 

recombinant interleukin 6 207: 903 

ribosome protein L32 gene transacti= 
vation 207: 195 

stable expression chicken collagen 
gene 209: 785 

urokinase plasminogen activator 
receptor 205: 451 

UV DNA repair cell cycle 204: 267 

U14 RNA gene sequence 206: 391 

U3A RNA gene sequence 205: 1033 


mRNA 


adenovirus tripartite leader transla 
tion eIF4F 207: 471 

alphas2 casein sheep 201: 633 

alternative splicing alpha actinin 
isoform 210: 801 

alternative translation initiation 
fumarase isoenzyme 207: 767 

aminolevulinate synthase dexametha= 
sone 203: 59 

beta globin binding protein reticulo 
cyte 201: 139 

cap elF4E elF4F elF4B 208: 581 

collagen VIII newborn mouse tissue 
207: 895 

cytochrome mitochondria triiodothy= 
ronine 207: 247 

detection submaxillary gland tenascin 
202: 643 

eukaryote polyadenylation factor 
chromatog isolation 202: 765 

glycophosphoprotein CFTR gene 
mdr! tissue 206: 137 

hepatocyte growth factor develop 
ment 210: 375 

histidine decarboxylase human splic= 
ing 209: 533 

nucleus transport protein CBP67 
205: 1017 

phosphoenolpyruvate carboxykinase 
hepatocyte glucose 202: 985 

phosphofructokinase regulation insu 
lin rat liver 202: 293 

platelet derived growth factor me- 
sothelioma 208: 589 

polyadenylate binding protein poly= 
some protein 204; 733 

protein PABP muscle differentiation 
209: 803 

PRP protein parotid regulation 
isoprenaline 204: 591 

repressed ribonucleoprotein prosome 
multicatalytic proteinase 207: 621 

ribosome polysome ribonucleoprotein 
205: 1027 

starch phosphorylase potato tissue 
wound 204: 971 

transglutaminase retinoid tissue 
202: 15 

translation acetyl CoA carboxylase 
rat 201: 119 

translation gene V protein 204: 1003 

tropomyosin Xenopus 202: 431 
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Mucin 
glycan structure amniotic fluid 
205: 527 
oligosaccharide submandibular gland 
203: 257 
submaxillary hexasaccharide acidic 
carbohydrate 207: 973 
Mucor 
fatty acid desatn malic enzyme 
209: 667 
Multicatalytic 
proteinase activity probe inhibitor 
209: 629 
proteinase prosome repressed messen 
ger ribonucleoprotein 207: 621 
proteinase Thermoplasma 208: 789 
proteinase 26S proteolytic complex 
kidney 206: 567 
Multidrug 
resistance hepatocyte P glycoprotein 
antitumor 205: 847 
Multimerization 
kappa casein disulfide group 
207: 215 
Multisynthetase 
complex aspartyl tRNA synthetase 
domain 203: 459 
Musca 
eye rhodopsin kinase 209: 1035 
Muscarinic 
receptor G protein GTP 204: 725 
Muscle 
actin specific carnosine histidine 
methyltransferase 210: 311 
adrenergic agonist G protein mollusk 
210: 279 
aminopeptidase H 208: 53 
calcium ATPase procaine inhibition 
kinetics 202: 559 
calcium release channel adenosine 
oligophosoadenosine 205: 979 
calpain activator protein 202: 1177 
calponin SM22 isoform bird mammal 
205: 1067 
contraction calcium troponin 
205: 985 
cytoskeleton protein organization 
review 208: 559 
differentiation protein PABP mRNA 
209: 803 
excitation contraction coupling pro 
tein 202: 739 
hypertrophy adrenergic agonist cal 
pain calpastatin 208: 333 
hypertrophy cfos expression angioten 
sin 206: 367 
lactate dehydrogenase solvent denatu 
rant 205: 501 
myosin heavy chain neuromuscular 
transmission 204: 569 
myosin S] ATPase conformation 
nucleotide 209: 829 
phosphoglycerate kinase fragment 
folding 202: 1083 
phosphoprotein phosphatase PP1M 
purifn subunit 210: 1037 
smooth cytosol tocopherol binding 
protein 209: 37 
smooth myofibril protein phosphatase 
1 210: 1023 
Mutagenesis 
site directed Pseudomonas cytotoxin 
204: 789 
Mutase 
carboxyphosphonoenolpyruvate se= 
quence mechanism Streptomyces 
209: 735 
glutamate Clostridium 205: 759 


methyleneglutarate adenosylcobalamin 


cobalamin Clostridium 205: 767 
phosphoglycerate active site histidine 
Saccharomyces 207: 709 
Mutation 


asparaginyl tRNA synthetase Escher= 


ichia thermosensitivity 209: 511 
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beta actin glycine polymn myosin 
207: 315 

gene asnS Escherichia thermosensitiv= 
ity 209: 511 

gene V phage M13 204: 1003 

lipoprotein lipase deficiency human 
208: 267 

low d lipoprotein receptor gene 
210: 1 

site directed B870 protein Rhodobac= 
ter 202: 277 


Myasthenia 


gravis cholinergic receptor epitope 
207: 915 


Myeloid 


differentiation CD4 antigen gene 
transcription 207: 321 

leukemia vimentin specific cathepsin G 
205: 947 


Myeloperoxidase 


Escherichia succinate oxidoreductase 
iron sulfur 202: 1275 

hemi dimer chlorination stability 
205: 737 

hypochlorous acid reaction 207: 697 


Myoblast 


IGF II receptor subtype 208: 273 


M yofibril 


protein phosphatase PP1M purifn 
subunit 210: 1037 

smooth muscle phosphatase protein | 
210: 1023 


Myofilament 


ATPase creatine kinase coupling 
207: 951 


M yogenesis 


polyA binding protein mRNA 
209: 803 


M yogenic 


protein cholinergic receptor gene 
expression 202: 813 


M yoglobin 


carbon monoxide recombination 
model 205: 621 

histidine Soret magnetic CD 
210: 337 

hydrogen deuterium bond IR 
205: 1061 


Myosin 


ATPase coupling creatine kinase 
coimmobilization 207: 951 

beta actin mutation glycine 207: 315 

heavy chain muscle neuromuscular 
transmission 204: 569 

light chain hybrid calcium site 
204: 85 

phosphatase smooth muscle 
210: 1023 

photocleavage vanadate anion inhib= 
ition 201: 409 

specific protein phosphatase PP1M 
myofibril 210: 1037 

subfragment | actin trypsin cleavage 
210: 873 

S!1 ATPase conformation nucleotide 
muscle 209: 829 


Myristic 


acid Acholeplasma acyl protein mem- 
brane 204; 231 


Myristoyltransferase 


leukemia cell microsome membrane 
201: 257 


M yxothiazol 


resistance cytochrome c reduciase 
Saccharomyces 208: 375 


NAD 


ethylphenazine lactate dehydrogenase 
oxidase activity 203: 533 

specificity alc dehydrogenase aspar 
tate Drosophila 202: 263 


NADH 


acceptor reductase xylene monooxyge 
nase Pseudomonas 209: 51 

coenzyme Q reductase protein human 
201: 547 
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dehydrogenase iron sulfur cluster 1b 
209: 1019 
dehydrogenase ubiquinone reductase 
plant mitochondria 208: 481 
FMN oxidoreductase iron release 
siderophore 209: 621 
NADPH dehydrogenase potato mito 
chondria 202: 617 
oxidase gene nox sequence Thermus 
205: 875 
oxidase Thermus 205: 881 
ubiquinone oxidoreductase sequence 
yeast mitochondria 203: 587 
ADP 
isocitrate dehydrogenase Rhodomicro 
bium 202: 85 
isocitrate dehydrogenase Synechocys 
tis 203: 99 
malate dehydrogenase activation 
thioredoxin Aspergillus 210: 421 
malic enzyme cytosol breast cancer 
202: 681 
malic enzyme gene induction Mesem 
bryanthemum 208: 259 
ADPH 
cytochrome P 450 reductase salt 
204: 1075 
glucose fructose oxidoreductase Zy 
momonas 205: 715 
NADH dehydrogenase potato mito 
chondria 202: 617 
oxidase inhibition diphenylene iodo 
nium 208: 61 
oxidase superoxide cell free system 
202: 649 
oxidn peroxidase horseradish 
201: 507 
oxidn thioredoxin reductase selenite 
thymus 207: 435 
phospholipid fatty acid desatn Mucor 
209: 667 
pyridine nucleotide transhydrogenase 
conformation glycine 207: 7 
pyrophosphate moiety conformation 
dihydrofolate reductase 204: 173 
Naja 
toxin alpha lysine 27 208: 125 
Nanogranule 
surface modified polymeric chymo 
trypsin entrapment 210: 751 
Natronobacterium 
photophobic receptor 206: 359 
Neg 
phospholipid apocytochrome c import 
mitochondria 204: 841 
Nematode 
acetylcholinesterase multiple form 
membrane assocn 207: 1101 
extracellular Hb quaternary structure 
201: 169 
Neocarzinostatin 
ipo structure NMR _ 203: 505 
Neoglycolipid 
prepn sialyltransferase glycosphingoli 
pid biosynthesis 203: 387 
Neoplastic 
transformation animal cell tenascin 
205: 561 
Nereis 
sarcoplasmic calcium binding protein 
cation 208: 133 
Nerve 
glycolipoprotein P31 embryo develop 
ment 203: 433 
phosphatidate phosphohydrolase 
oleate sphingosine 204: 561 
potassium channel voltage review 
202: 701 
sympathetic liver metab hemodynam 
ics review 207: 399 
Netropsin 
thermodn aminopurine DNA oligomer 
203: 361 
Neuraminate 
blood group epitope intestine 


203: 285 
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Neuraminidase 
ganglioside degrdn human 208: 623 
Neurofilament 
binding domain spectrin brain 
205: 85 
Neuroglia 
beta adrenergic stimulation cAMP 
209: 707 
Neurohormone 
Lom OMP locust sequence 
202: 1121 
Neurokinin 
A substance P sequence fish 
206: 659 
Neuromedin 
K receptor sequence gene 204: 1025 
Neuromuscular 
transmission myosin heavy chain 
muscle 204: 569 
Neuropeptide 
insulin related III molluscan snail 
205: 675 
metalloendopeptidase kidney mem 
brane 204: 547 
specificity somatostatin protease 
brain 208: 145 
conformation 205: 1099 
cyclic analog Y2 receptor 206: 957 
fish 210: 405 
Merrifield synthesis conformation 
206: 39 
soln conformation 209: 765 
Neurospora 
Clostridium glutamate dehydrogenase 
conserved structure 209: 85] 
Neurotensin 
endopeptidase inhibition dipeptide 
202: 269 
Neurotoxicity 
phospholipase A2 Vipera 209: 635 
Neurotoxin 
B IV structure Cerebratulus 
210: 231 
Neurotrophic 
factor ciliary gene sequence human 
201: 289 
Neurotrophin 
recombinant bioactivity 204: 745 
Neutral 
endopeptidase leukocyte formyl pep 
tide interaction 201: 421 
protease conformation crystal struc 
ture Bacillus 207: 781 
Neutralizing 
monoclonal antibody Pseudomonas 
elastase 206: 587 
Neutrophil 
elastase proteolysis bactenecin proform 
209: 589 
lymphocyte cytosol membrane super 
oxide oxidase 202: 649 
NADPH oxidase diphenylene iodoni 
um 208: 61 
tyrosine phosphorylation Con A 
206: 895 
Newborn 
CYP2D6 liver 202: 583 
mouse tissue collagen VIII mRNA 
207: 895 
pancreas G protein CCK receptor 
204: 273 
NFKappaB 
site gene MP4 mouse 202: 969 
Nick 
single stranded DNA DNase II 
202: 479 
Nickel 
interaction AMP 202: 401 
methyl coenzyme M reductase ESR 
210: 101 
Nicotinic 
acetylcholine receptor oligosaccharide 
Torpedo 207: 631 
receptor curaremimetic toxin binding 
208: 125 
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Nidogen 
binding site laminin B2 chain 
202: 167 
heparan sulfate proteoglycan 
208: 359 
laminin urokinase interaction 
207: 937 
Nisin 
conformation NMR 202: 1181 
Z gene sequence antibiotic Lactoba= 
cillus 201: 581 
Nitrate 
binding carbonic anhydrase zinc 
210: 867 
reductase iron sulfur center Escheric= 
hia 207: 61 
Nitric 
oxide arginine platelet aggregation 
202: 923 
oxide glycolytic enzyme ADP ribosy= 
lation 210: 305 
oxide synthase macrophage interleu= 
kin | 203: 251 
Nitrilase 
indoleacetonitrile indoleacetate Arabi= 
dopsis 205: 417 
Nitrite 
reductase bacteria review 209: 793 
Nitrobenzoate 
dodecyldithio sulfhydryl! reagent 
hydrophobicity 204: 1063 
Nitrogenase 
ATPase Azotobacter 208: 289 
electron transfer magnesium ATP 
temp 208: 295 
metallocluster review 205: | 
Nitrophenyl 
acetate hydrolysis lipase pancreas 
horse 206: 279 
Nitrous 
oxide reductase copper cluster 
209: 875 
oxide reductase respiratory Alcalig 
enes Pseudomonas 208: 31 


NMR 


actinomycin D soln conformation 
209: 181 

adrenergic stimulation glia 209: 707 

amicyanin conformation copper coor 
dination Thiobacillus 201: 695 

carbon monoxide Hb A 205: 661 

cytochrome c 206: 721 

Desulfovibrio phosphorus contg 
compd 201: 283 

echistatin secondary structure 
202: 315 202: 323 

ferredoxin iron sulfur cluster Clostri 
dium 204: 831 

gene V protein conformation M13 
202: 349 

glycine tRNA conformation Bombyx 
210: 671 

heart fatty acid binding protein 
210: 901 

nisin conformation 202: 1181 

oligonucleotide berenil complex struc 
ture 204: 31 

peroxidase isoenzyme C plant 
207: 521 

proton oligonucleotide platinum 
complex 205: 895 

repressor trp Escherichia tryptophan 
201: 569 

spectra spin assignment albumin 
205: 631 

spectrometry cytochrome Chromatium 
204: 107 

spectroscopy DNA hairpin conforma 
tional analysis 201: 33 

spectroscopy echistatin secondary 
structure 202: 329 

spectroscopy fucosyl glycoasparagine 
urine fucosidosis 201: 439 

spectroscopy Saccharomyces metab 
pathway 201: 715 
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trp repressor Escherichia 204: 137 


trp repressor protein structure trypto= 


phan 202: 53 
Nmyc 


protein casein kinase II phosphoryla= 


tion 209: 945 
Nocardia 
membrane pantoy! lactone dehydro 
genase FMN 204: 799 
Nogalamycin 
antitumor DNA sequence recognition 
209: 31 
dGACGTC intercalation NMR mol 
modeling 205: 45 
Nomenclature 
IUPAC IUBMB biochem mol biol 
204: | 
Nonenzymic 
glycation glycoprotein fructosamine 
degrdn 210: 729 
Nonlinear 
inhibition mechanism ubiquinol cyto 
chrome oxidoreductase 208: 315 
Nonparenchyma 
liver endotoxin phosphofructokinase 
parenchyma 203: 593 
Nontoxic 
phospholipase A2 sequence Notechis 
venom 202: 493 
Nonyl 
acridine orange interaction phospholi 
pid 209: 267 
Noradrenaline 
adrenal botulin A calcium 207: 1009 
enzyme brown adipocyte 203: 313 
Notechis 
venom nontoxic phospholipase A2 
sequence 202: 493 
Notothenia 
Hb sequence property evolution 
210: 963 
Nox 
gene clone sequence expression Ther 
mus 205: 875 
NSCP 
protein cation binding thermodn 
Nereis 208: 133 
Nuclear 
factor kappaB Cecropia immunores 
ponsive factor 204: 885 
Overhauser effect peptide 207: 39 
Overhauser effect spectroscopy cyto 
chrome 204: 107 
Nuclease 
SI essential carboxylate zinc binding 
210: 437 
Nucleobase 
proton transport purine cytosine 
permease 210: 785 
Nucleolin 
pre rRNA ribosome assembly 
209: 541 
Nucleoside 
triphosphate Polysphondylium en 
cystment excystment 204: 847 
Nucleosome 
DNA relaxation histone hyperacetyla 
tion 201: 107 
Nucleotidase 
elec ray elec lobe sequence 202: 855 
Nucleotide 
adenosine site ATPase affinity label 
ing 205: 173 
binding site photoaffinity labeling 
203: 295 
cyclic platelet calcium homeostasis 
207: 607 
G protein GTP carbachol 204: 725 
guanine exchange factor reticulocyte 
purifn 208: 73 
oligo platinum complex NMR proton 
205: 895 
pyridine transhydrogenase conforma 
tion glycine NADPH 207: 733 
uracil phosphonoacetylaspartate 
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antitumor denovo salvage 
210: 293 
Nucleus 
calcium 209: 745 
cell heat transition component 
208: 17 
interphase matrix 209: 503 
liver glucose binding protein CBP67 
205: 1017 
membrane substrate protein kinase ¢ 
210: 45 
mitochondria gene expression cell 
growth 207: 253 
mitochondria gene transcript Zajdela 
hepatoma 205: 1187 
Nutrient 
ATP citrate lyase liver 209: 217 
Obesity 
hypothalamic adipose tissue lipogenic 
enzyme 207: 377 
Octocorallia 
collagen heterotrimer 203: 179 
Okadaic 
acid phenylalanine hydroxylase phos 
phorylation phenylalanine 
206: 161 
Oleate 
diacylglycerol formation phosphati 
dylcholine hydrolysis 210: 601 
nerve phosphatidate phosphohydro 
lase 204: 561 
Oligoadenylate 
synthetase gene phorbol ester inter 
feron 207: 297 
Oligomannoside 
glycan degrdn pathway mannosidase 
cytosol 202: 1257 
Oligomannosy! 
oligosaccharide branched mannosidase 
cytosol 202: 1257 
Oligomeric 
protein reconstitution mechanism 
collapsed intermediate 205: 603 
Oligonucleotide 
berenil complex structure NMR 
204: 31 
epiadriamycin complex structure 
204: 69 
platinum complex NMR proton 
205: 895 
Oligopeptide 
intestine absorption transport system 
204: 923 
Oligosaccharide 
acidic carbohydrate submaxillary 
mucin 207: 973 
alditol egg jelly coat axolot! 207: 995 
branched oligomannosy! mannosidase 
cytosol 202: 1257 


chitobiose core mannosidase specifici 
ty liver 208: 451 

Escherichia lipopolysaccharide 
203: 127 

Escherichia lipopolysaccharide correc 
tion 207: 1129 

glycoprotein secretion hepatocyte 
203: 277 


glycoprotein structure function review 
209: 483 

mucin amniotic fluid 205: 527 

mucin submandibular gland 
203: 257 

nicotinic acetylcholine receptor Tor 
pedo 207: 631 

plant peroxidase isoenzyme NMR 
207: 521 

structure bean lectin 204: 313 

structure cellulase complex Bacter 
oides 205: 799 

structure glycoprotein PZP3 
209: 883 

structure PZP3 glycoprotein zona 
pellucida 204: 1089 

sulfate chondroitin proteoglycan 
202: 805 
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Tamm Horsfall glycoprotein structure 
209: 895 
transferrin receptor 205: 257 
xylose formation pathway sycamore 
203: 401 
xylose specificity xylanase A Schizo 
phyllum 204: 191 
Omega 
RNA translation tobacco mosaic 
virus 209: 151 
Ompt 
outer membrane protein assembly 
Escherichia 206: 109 
Oncogene 
induction protein gene T1 204: 1041 
Oncorhynchus 
retinol binding protein variant se 
quence 210: 937 
substance P neurokinin A sequence 
206: 659 
Onion 
alliinase gene sequence 209: 751 
Oocyte 
fish M phase histone kinase 205: 537 
methyladenine maturation G protein 
starfish 207: 833 
specific protein sequence Xenopus 
206: 673 
Xenopus acetylcholinesterase expres 
sion Drosophila 203: 513 
Xenopus translation processing Ga 
lanthus lectin 202: 23 
Operator 
trp repressor resonant recognition 
model 205: 613 
Operon 
PEP phosphotransferase cloning 
bacteria 204; 963 
rph pyrE transcription attenuation 
Escherichia 206: 381 
$10 Bacillus 207: 877 
Optimization 
evolution kinetics enzyme efficiency 
206: 289 
ORI 
phaD phaCl gene sequence Pseudo 
monas 209: 15 
Org 
solvent denaturant enzyme activation 
hydration 205: 509 
solvent enzyme kinetics water hydra 
tion 202: 379 
synthesis enzyme solvent review 
203: 25 
Organ 
cGMP kinase isoenzyme detection 
208: 467 
cytochrome P 450IVA1 induction 
methylclofenapate 206: 979 
iron regulatory factor 208: 597 
Organelle 
liver mannosidase 205: 399 
Ornatin 
sequence Placobdella 202: 1073 
Ornithine 
carbamoyltransferase sequence mito 
chondria targeting Schizosaccharo 
myces 205: 33 
citrulline carrier liver mitochondria 
207: 449 
decarboxylase liver osmotic pressure 
202: 1327 
decarboxylase polyamine embryo 
Xenopus 202: 575 
Orosomucoid 
phenobarbital albumin liver acute 
phase 203: 655 
Orotate 
phosphoribosyltransferase gene pyrE 
attenuation UTP 206: 381 
Oryza 
lipoxygenase L 2 sequence 206: 331 
Osmotic 


pressure liver ornithine decarboxylase 
202: 1327 
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shock bacteria metabolite efflux 
gadolinium 206: 559 
Osteonectin 
conformation calcium binding 
205: 233 
heat chondrocyte 205: 569 
Osteopontin 
gene promoter regulatory element 
swine 207: 649 
Outer 
membrane protein OmpF assembly 
Escherichia 206: 109 
Overhauser 
effect nuclear peptide 207: 39 
effect nuclear spectroscopy cyto 
chrome 204: 107 
Oversulfated 
chondroitin sulfate proteoglycan skin 
squid 204: 553 
Ovohemerythrin 
yolk protein leech 209: 563 
Oxaloacyl 
CoA thiolase homol protein SCP2 
201: 233 
Oxidant 
lipid peroxidn GSH protein thiol 
210: 139 
Oxidase 
acyl CoA induction peroxisome prolif 
erator 206: 979 
alc Penicillium vanillyl 208: 651 
aryl alc Pleurotus 209: 603 
ascorbate copper site structure zuc 
chini 209: 597 
aspartate essential arginine 205 
cellobiose Fentons reagent prodn 
Phanerochaete 208: 807 
cellobiose iron redn Phanerochaete 
205: 133 
cellobiose Phanerochaete 207: 103 
cytochrome c copper site 208: 31 
cytochrome c kinetics mechanism 
mammal 205: 1145 
cytochrome conformation dynamics 
lysozyme NMR _ 208: 713 
cytochrome copper cluster 209: 875 
cytochrome isoform sequence heart 
human 203: 193 
cytochrome terminal copper Sulfoio 
bus 210: 133 
diamine mechanism based inhibitor 
diaminobutyne 209: 661 
lactate semisynthetic model kinetics 
mechanism 203: 533 
NADH gene nox sequence Thermus 
205: 875 
NADH Thermus 205: 881 
NADPH inhibition diphenylene iodo 
nium 208: 61 
protoporphyrinogen pea etioplast 
acifluorfen binding 209: 861 
semisynthetic enzyme like catalyst 
design 203: 543 
superoxide chronic granulomatous 
disease 202: 649 
superoxide generating phagocyte 
review 201: 52 
Oxidative 
damage liver microsome thiol gluta 
thione 210: 139 
stress thioredoxin regeneration protein 
endothelium 209: 917 
Oxidized 
analog atriopeptin clearance receptor 
203: 425 
lipoprotein macrophage antiatheros 
clerotic concanamycin B 207: 383 
Oxidn 
beta hexadecanedionoate CoA peroxi 
some 208: 301 
fatty acid Fao cell 209: 291 
NADPH peroxidase horseradish 
201: 507 
NADPH thioredoxin reductase selen 
ite thymus 207: 435 
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peroxisome liver fatty acid hormone 
208: 705 
Oxidoreductase 
aldehyde iron sulfur cluster Desulfo 
vibrio 204: 773 
glucose fructose kinetics Zymomonas 
205: 715 
NADH FMN iron release siderophore 
209: 621 
NADH ubiquinone sequence yeast 
mitochondria 203: 587 
pyruvate ferredoxin sequence Halo 
bacterium 205: 391 
succinate iron sulfur Escherichia 
myeloperoxidase 202: 1275 
ubiquinol cytochrome c mitochondria 
Solanum 208: 761 
ubiquinol cytochrome nonlinear in 
hibition mechanism 208: 315 
Oxoglutarate 
induction aldehyde dehydrogenase 
Escherichia 202: 1321 
Oxygen 
binding Hb mammal 204: 1155 
dependence mitochondria respiration 
Ehrlich ascites 207: 857 
Oxygenase 
heme rat gene expression Escherichia 
202 
ribulose bisphosphate carboxylase 
binding phosphogluconate 
208: 721 
Oxygenation 
enthalpy Hb pig cold adaptation 
209: 773 
Pp 
glycoprotein daunorubicin transport 
kinetics cancer 207: 567 
glycoprotein hepatocyte antitumor 
multidrug resistance 205: 847 
450 liver development 202: 583 
450 zonation hepatocyte ethanol 
204: 407 
PABP 
protein mRNA muscle differentiation 
209: 803 
PACAP 
analog receptor adenylate cyclase 
structure 207: 239 
fragment agonist antagonist 208: 815 
receptor brain membrane 202: 951 
Pacifastacus 
hemocyte glucan binding protein 
receptor 207: 223 
Pancreas 
cholecystokinin receptor age glycopro 
tein 204: 273 
lipase conformation hydrolipstatin 
bile salt 205: 383 
lipase essential thiol modification 
204: 1063 
lipase sequence mechanism horse 
206: 279 
membrane cholecystokinin A receptor 
203: 521 
tyrosine phosphatase somatostatin 
207: 1017 
Pancreatic 
islet cystine uptake glutathione insu 
lin 210: 297 
Panicum 
aspartate aminotransferase isoenzyme 
sequence 204: 611 
Pantoyl 
lactone dehydrogenase FMN Nocardia 
membrane 204: 799 
Panulirus 
hemocyanin subunit c sequence 
206: 243 
Paracoccus 
electron transferring flavoprotein 
205: 1089 
Paramecium 
cilia protein phosphatase cDNA se= 
quence 209: 43 
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inositol phosphate metab phytase 
207: 359 
Parasympathetic 
nerve liver metab hemodynamics 
review 207: 399 
Parathyroid 
hormone human glycosylated Saccha= 
romyces 205: 311 
Parenchyma 
endotoxin phosphofructokinase liver 
nonparenchyma 203: 593 
liver chylomicron remnant receptor 
205: 775 
Parotid 
proline rich protein MP5 sequence 
204: 591 
Paroxysmal 
nocturnal hemoglobinuria urokinase 
receptor leukocyte 208: 397 
Pars 
intercerebralis peptide structure 
Locusta 204: 147 
Parsin 
Lom OMP sequence locust 
202: 1121 
PBP 
2x recombinant protein Streptococcus 
207: 943 
PC 
component Eubacterium glycine 
reductase protein 206: 79 
PCNA 
protein cDNA sequence embryogenes= 
is carrot 203: 367 
PC12 
cell noradrenaline botulin A 
207: 1009 
cell Sendai virus fusion kinetics 
205: 181 
Pea 
aphid rRNA gene sequence conforma= 
tion 202: 827 
etioplast protoporphyrinogen oxidase 
acifluorfen binding 209: 861 
mitochondria dihydrolipoamide dehy= 
drogenase cDNA sequence 
204: 865 
Pectin 
methyl esterase polyamine cell wall 
205: 711 
PEG 
pptn tenascin purifn 205: 545 
Penicillin 
binding protein 2x Streptococcus 
Escherichia 207: 943 
G acylase reconstitution subunit 
gene 205: 77 
Penicillium 
monoacylglycerol diacylglycerol lipase 
203: 233 
phospholipase B cDNA sequence 
202: 783 
vanillyl alc oxidase 208: 651 
Pentose 
phosphate pathway liver cell vol 
209 7 


PEP 
phosphotransferase operon cloning 
bacteria 204: 963 
Pepsinogen 
isoenzymogen monkey development 
202: 205 
Peptidase 
DD serine lysine Streptomyces 
207: 97 
Peptide 
amyloid betaA4 filament formation 
Alzheimer 201: 61 
antagonist anaphylatoxin C3a 
210: 185 
anthopleurin A NMR biol activity 
206: 641 
antibacterial PR39 sequence intestine 
202: 849 
complex HLA A2 mol dynamics 
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208: 101 
hemagglutinin conformation influenza 
virus immunogenicity 206: 421 
hormone ay. pommmee kidney 
membrane 204: 547 
nuclear Overhauser effect 207: 39 
oxygen hydration enkephalin NMR 
210: 693 
RGD deriv structure cell adhesion 
210: 911 
signal ARP protein transport Euglena 
210: 721 
site integrin fibrinogen receptor pla= 
telet 206: 759 
src lyn kinase specificity polylysine 
204: 11 
structure pars intercerebralis Locusta 
204: 14 
YY fish 210: 405 
zinc binding alc dehydrogenase 
205: 467 
Peptidyl 
prolyl isomerase structure function 
Escherichia 206: 927 
Peptidylglutamylpeptide 
hydrolase activity multicatalytic 
proteinase inhibitor 209: 629 
Peptidylglycine 
alpha hydroxylating monooxygenase 
recombinant Xenopus 209: 189 
hydroxylated monooxygenase cDNA 
Xenopus sequence 201: 551 
Peptidylhydroxyglycine 
lyase cDNA sequence Xenopus skin 
201: 551 
Peptostreptococcus 
serine dehydratase stereochem 
205: 743 
Pericyte 
glutamyl transpeptidase brain 
202: 421 
Periodicity 
conformation protein helix 207: 39 
Periplasm 


peptidyl prolyl isomerase Escherichia 
206: 927 


Periportal 
zone liver acetyl CoA synthetase 
204: 359 
Permeability 
proton induction ATP mitochondria 
yeast 208: 487 
Permeabilization 
cell glycoconjugate sialylation 
203: 269 
Permease 
purine cytosine mutant Saccharomyc= 
es 204: 699 
purine cytosine transport mechanism 
Saccharomyces 210: 785 
Peroxidase 
cytosol tissue distribution 206: 59 
glutathione selenium recombinant 
sulfur analog 205: 955 
heme pocket phenylalanine function 
207: 507 
horseradish NADPH oxidn 201: 507 
isoenzyme C horseradish NMR 
207: 521 
thyroid asparagine linked glycan 
202: 501 
thyroid gene promoter human 
203: 467 
Peroxide 
hydrogen inactivation lipoxygenase 
210: 109 
hydrogen thioredoxin regeneration 
protein endothelium 209: 917 
Peroxidn 
lipid glutathione thiol protein toco= 
pherol 210: 139 
Peroxisome 
acetoacetyl CoA thiolase targeting 
sequence 210: 999 
beta oxidn hexadecanedionoate CoA 
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208: 301 
carnitine formation butyrobetaine 
hydroxylase 203: 599 
liver oxidn fatty acid hormone 
208: 705 
proliferator acyl CoA oxidase induc= 
tion 206: 979 
Pertussis 
toxin ADP ribosylation G protein 
202: 635 
toxin Gi protein platelet 202: 145 
toxin superoxide lipopeptide leukemia 
differentiation 203: 143 
toxin transducin ADP ribosylation 
210: 33 
PGE2 
kidney interleukin transforming 
growth factor 210: 169 
monocyte 206: 131 
pH 
cytochrome P 450scc spin transition 
207: 69 
low conformation mouse monoclonal 
IgG2a 201: 223 
melanin concg hormone core confor= 
mation 206: 23 
reversed micelle viologen cytochrome 
hydrogenase 207: 587 
PHA 
synthase gene sequence Chromatium 
209: 135 
PhaCl 
phaD ORF gene sequence Pseudomo= 
nas 209: 15 
PhaD 
phaC! ORF gene sequence Pseudo= 
monas 209: 15 
Phage 
Cpl lysozyme fusion protein purifn 
203: 153 
fd coat surface layer subtilisin 
210: 431 
gene V protein polydeoxyribonucleo- 
tide 206: 605 
M13 DNA replication gene V 
204: 1003 
Phagocyte 
superoxide generating oxidase review 
201: 52 
Phanerochaete 
cellobiose dehydrogenase oxidase 
207: 103 
cellobiose oxidase Fentons reagent 
prodn 208: 807 
cellobiose oxidase iron redn 205: 133 
Pharmacokinetics 
urokinase type plasminogen activator 
mutant 205: 701 
Phase 
purple membrane retinal 207: 581 
ubiquinone 10 membrane mitochond= 
ria 204: 1125 
Phaseolin 
assembly transport Phaseolus 
202: 959 
Phaseolus 
phaseolin assembly transport 
202: 959 
Phenobarbital 
orosomucoid albumin liver acute 
phase 203: 655 
P 450 zonation liver 204: 407 
Phenylalanine 
ammonia lyase gene sequence potato 
204: 621 
cytochrome c isoform Saccharomyces 
201: 211 
function peroxidase heme pocket 
207: 507 
hydroxylase phosphorylation hepato 
cyte 206: 161 
NMR heme pocket peroxidase plant 
207: 521 
phosphoglycerate kinase conformation 
yeast 205: 93 


Phenylalanyl 
tRNA synthetase quaternary struc= 
ture Thermus 208: 411 
Pheromone 
binding protein silkmoth baculovirus 
vector 203: 161 
mating Er2 gene sequence Euplotes 
202: 759 
Phorbol 
ester oligoadenylate synthetase gene 
interferon 207: 2 
ester phospholipase A2 keratinocyte 
202: 941 
ester regulation histidine decarboxyl= 
ase gene 209: 533 
fructose enzyme liver fetus 207: 391 
Phosphatase 
alk conformation placenta germ cell 
202: 605 
alk placenta 209: 241 
alk placenta IgG receptor 205: 341 
fructose liver fetus hormone 
207: 391 
glucose liver microsome 208: 643 
inositol trisphosphate I brain 
204: 1083 
phytate Paramecium 207: 359 
protein cDNA sequence cilia Parame= 
cium 209: 43 
protein dephosphorylation substrate 
p34cdc kinase 205: 241 
protein PP1M purifn subunit myofi= 
bril 210: 1037 
protein tyrosine sequence src domain 
209: 195 
protein 2B calmodulin subunit se= 
quence 204: 713 
tyrosine pancreas somatostatin 
207: 1017 
| protein smooth muscle myofibril 
210: 1023 
Phosphate 
assocn metallothionein dimerization 
cadmium lung 205: 1131 
ATP binding myosin anion 201: 409 
Phosphatidate 
phosphohydrolase nerve oleate sphin= 
gosine 204: 561 
phosphohydrolase oleate diacylglycer= 
ol formation phosphatidylcholine 
210: 601 
Phosphatidylcholine 
cholesterol exchange brush border 
protein 201: 273 
hydrolysis diacylglycerol formation 
oleate 210: 601 
specific phospholipase D mast cell 
207: 163 
Phosphatidylethanolamine 
hydrolysis ethanol protein kinase C 
209: 467 
Phosphatidylinositol 
alkylacyl erythrocyte glycerophos= 
phoinositol anchor 208: 677 
kinase active site affinity labeling 
210: 461 
kinase adipocyte insulin 207: 599 
kinase membrane brain 201: 249 
phospholipase D assocn lipoprotein 
serum 206: 747 
specific phospholipase C beta3 se= 
quence 210: 521 
specific phospholipase Cdeltal recom= 
binant 210: 155 
Phosphoarginine 
hydrolase liver 208: 747 
Phosphocarrier 
protein HPr conformation 210: 881 
Phosphodiesterase 
glucokinase gene hepatocyte insulin 
210: 365 
Phosphoenolpyruvate 
carboxykinase hepatocyte fetus gluca= 
gon 210: 1053 
carboxykinase mRNA hepatocyte 





glucose 202: 985 
carboxylase essential histidine 
202: 797 
carboxylase phosphorylation kinase 
CAM Mesembryanthemum 
209: 95 
carboxylase phosphorylation regula 
tion Sorghum 204: 821 
carboxylase Sorghum phosphorylation 
calcium pH 210: 531 
Phosphofructokinase 
active site aspartate function 
207: 1109 
endotoxin parenchyma liver nonpar 
enchyma 203: 593 
fructose bisphosphatase essential 
arginine 207: 967 
liver fetus hormone 207: 391 
mRNA regulation insulin rat liver 
202: 293 
Phosphogluconate 
binding ribulose bisphosphate carb 
oxylase oxygenase 208: 721 
Phosphoglycerate 
kinase arginine substrate site 
207: 29 
kinase conformation phenylalanine 
substitution yeast 205: 93 
kinase fragment folding muscle yeast 
202: 1083 
kinase heart glycolysis 202: 913 
kinase hinge bending mechanism 
208: 115 
kinase inhibitor binding anion activa 
tion 205: 1077 
kinase structure domain interaction 
yeast 202: 1157 
mutase active site histidine Saccharo 
myces 207: 709 
Phosphohydrolase 
phosphatidate nerve oleate sphingo 
sine 204: 561 
phosphatidate oleate diacylglycerol 
formation phosphatidylcholine 
210: 601 
Phospholipase 
A2 arachidonate spleen macrophage 
202: 873 
A2 artery endothelium A 23187 
206: 965 
A2 blood platelet 203: 89 204: 793 
A2 interleukin transforming growth 
factor 210: 169 
A2 isoenzyme sequence Eristocophis 
201: 675 
A2 keratinocyte bradykinin phorbol 
ester 202: 941 
A2 mast cell degranulation 209: 257 
A2 nontoxic sequence Notechis venom 
202: 493 
\2 Vipera sequence neurotoxicity 
209: 635 
B cDNA sequence Penicillium 
202: 783 
C beta3 phosphatidylinositol specific 
sequence 210: 521 
C isoenzyme transducin subunit 
granulocyte 206: 821 
Cdeltal phosphatidylinositol specific 
recombinant 210: 155 
D oleate diacylglycerol formation 
phosphatidylicholine 210: 601 
D phosphatidylcholine specific mast 
cell 207: 163 
D phosphatidylinositol assocn lipo 
protein 206; 747 
platelet derived growth factor recep 
tor 203: 633 
Phospholipid 
acidic calcium pump ATPase 
204; 939 
erythrocyte membrane benzy! alc 
205: 155 
fatty acid desatn Mucor NADPH 
209: 667 
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interaction cytochrome c reductase 
mitochondria 209: 423 
neg apocytochrome c import mito= 
chondria 204: 841 
nonyl acridine orange interaction 
209: 267 
vesicle uncoupling protein reconstitu 
tion 207: 135 
Phosphonic 
amino acid carboxypeptidase A inter 
action 203: 173 
Phosphonoacetylaspartate 
antitumor denovo salvage uracil nu 
cleotide 210: 293 
Phosphoprotein 
gene cMyc lymphoma protein kinase 
206: 595 
pf88 Plasmodium ankyrin erythrocyte 
207: 455 
phosphatase PP1M purifn subunit 
myofibril 210: 1037 
vasodilator platelet cAMP cGMP 
205: 471 
80K MARCKS relation gene species 
209: 7 
Phosphoribosyltransferase 
orotate gene pyrE attenuation UTP 
206: 381 
uracil sequence Escherichia 204: 5] 
Phosphoribulokinase 
glyceraldehyde phosphate dehydroge 
nase spinach chloroplast 
202: 1239 
Phosphorus 
contg compd Desulfovibrio NMR 
201: 283 
Phosphorylation 
atriopeptin ectoprotein kinase 
206: 179 
carbamoyl phosphate synthetase II 
regulation 207: 957 
casein kinase Il Nmyc protein 
209: 945 
CDw50 antigen protein kinase 
203: 321 
G protein platelet calcium 205: 1003 
glucose liver potassium salt 204: 363 
lamin mitogen activated protein 
kinase 205: 287 
liver acetyl CoA carboxylase diurnal 
203: 615 
microtubule assocd protein kinase 
203: 43 
phenylalanine hydroxylase hepatocyte 
206: 161 
phosphoenolpyruvate carboxylase 
kinase Mesembryanthemum CAM 
209: 95 
phosphoenolpyruvate carboxylase 
Sorghum calcium pH 210: 531 
photosystem II chloroplast 204: 317 
protein chloroplast energy transfer 
204: 1107 
purifn control elF2 208: 73 
regulation phosphoenolpyruvate 
carboxylase Sorghum 204: 821 
tyrosine B cell signalling review 
210: 381 
tyrosine Con A neutrophil 206: 895 
tyrosine hydroxylase isoenzyme 
209: 249 
Vpu protein HIV1 casein kinase 
204: 875 
Phosphotransferase 
PEP operon cloning bacteria 
204: 963 
Photinus 
luciferase dinucleoside polyphosphate 
synthesis 202: 507 
Photoactivatable 
crosslinker fluorescence labeling 
protein 206: 471 
Photoactivated 
rhodopsin requirement rhodopsin 
kinase mechanism 208: 659 
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Photoaffinity 
labeling cholinesterase active site 
203: 475 206: 995 
labeling nucleotide binding site 
203: 295 
labeling thymidine kinase 2 TTP 
206: 485 
Photobacterium 
lumazine protein ligand stereospeci= 
ficity 210: 711 
luminescence gene lux cloning se= 
quence 201: 161 
Photooxidn 
plastocyanin cytochrome photosystem 
1 203: 115 
Photophobic 
receptor Halobacterium Natronobac= 
terium 206: 359 
Photorespiration 
pea glycine decarboxylase L protein 
204: 865 
Photosynthesis 
core complex B870 protein mutation 
202: 277 
Sorghum leaf 204: 821 
Photosynthetic 
antenna protein sequence Ectothior= 
hodospira 205: 917 
bacteria NAD NADP isocitrate dehy= 
drogenase 202: 85 
Photosystem 
| antenna protein barley 206: 209 
I photooxidn plastocyanin cytochrome 
203: 115 
I reaction center protein 205: 1175 
II antenna protein chloroplast 
204: 317 
II chlorophyll binding protein 
201: 515 
II quinone redox site mitochondria 
209: 73 
II reaction center azidoatrazine site 
207: 1077 
light harvesting electron transport 
204: 1107 
Rhodobacter bacteriopheophytin 
trapping site 207: 723 
Phycobilisome 
linker protein gene sequence Mastigo= 
cladus 205: 927 
structure Mastigocladus Anabaena 
205: 907 
Physarum 
DNA polymerase alpha primase poly= 
malate 206: | 
Phytase 
inositol phosphate metab Paramecium 
207: 359 
Phytate 
phosphatase Paramecium 207: 359 
Phytoalexin 
elicitor heptaglucoside binding protein 
soybean 204: 1115 
Phytochelatin 
cadmium complex Schizosaccharo= 
myces 207: 201 
Phytoene 
phytofluene desaturase recombinant 
cDNA cloning 209: 399 
Phytofluene 
phytoene desaturase cDNA sequence 
Capsicum 209: 399 
Phytohemagglutinin 
oligosaccharide structure 204: 313 
Pig 
fetuin domain sequence 205: 321 
Hb oxygenation enthalpy cold adap= 
tation 209: 773 
liver aminobutyrate aminotransferase 
sequence 208: 351 
tenascin cDNA sequence 202: 643 
Pigment 
LHCP complex reconstitution 
205: 71 
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Pituitary 
adenylate cyclase activating peptide 
fragment 208: 815 
adenylate cyclase activating peptide 
structure 207: 239 
adenylate cyclase activating polypep= 
tide receptor 202: 951 
enzyme proopiomelanocortin process= 
ing calcium 201: 85 
thyroliberin receptor G protein 
204: 413 
pKB 
740 plasmid DNA sequence Pseudo= 
monas 207: 715 
Placenta 
alk phosphatase 209: 241 
alk phosphatase conformation germ 
cell 202: 605 
alk phosphatase IgG receptor 
205: 341 
S100P protein sequence human 
207: 541 
Placobdella 
ornatin sequence 202: 1073 
Plant 
endonuclease pretRNA splicing sub 
strate structure 210: 193 
mitochondria NADH dehydrogenase 
ubiquinone reductase 208: 481 
peroxidase isoenzyme C NMR 
207: 521 
Plasma 
blood fibronectin dimerization disul 
fide bond 202: 597 
ceruloplasmin copper albumin com= 
plex 210: 635 
clearance PZP protein alpha2 macro= 
globulin 210: 1071 
fibronectin collagen binding domain 
collagenase 201: 79 
membrane ATPase isoform 2 se 
quence 205: 333 
Plasmid 
aminobenzoate CoA ligase Pseudomo= 
nas 205: 721 
pKB 740 DNA sequence Pseudomo= 
nas 207: 715 
pTU32 Staphylococcus epidermin 
formation gene 204: 1149 
Plasminogen 
activater chimera antifibrin antibody 
fibrinolytic 210: 945 
activator inhibitor monocyte differen= 
tiation 205: 203 
activator inhibitor retinoic acid en= 
dothelium 201: 627 
activator inhibitor urokinase hybrid 
receptor 207: 177 
activator inhibitor | SDS 209: 985 
activator tissue synthetic peptide 
antibody 206: 653 
activator urokinase antibody chimera 
thrombolytic 205: 139 
activator urokinase receptor anchor 
structure 208: 493 
activator urokinase receptor mouse 
205: 451 
activator urokinase type laminin 
nidogen 207: 937 
activator urokinase type structure 
activity 205: 701 
Plasmodium 
phosphoprotein pf88 ankyrin erythro= 
cyte 207: 455 
protein glycosylation erythrocyte 
205: 815 
protein kinase gene PfPK2 sequence 
207: 305 
Plastid 
fatty acid synthetase repression Eu= 
glena 202: 515 
Plastocyanin 
cytochrome photooxidn photosystem I 
203: 115 
precursor chloroplast targeting do= 
main conformation 207: 671 
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Platelet 
actin binding G protein 203: 347 
adenylyl cyclase desensitization pros 
taglandin 210: 539 
aggregation arginine nitric oxide 
202: 923 
blood phospholipase A2 203: 89 
204: 793 
calcium homeostasis cyclic nucleotide 
207: 607 
calcium protein kinase C 205: 1003 
derived growth factor kidney pheno 
type 209: 89 
derived growth factor mRNA me= 
sothelioma 208: 589 
derived growth factor receptor phos 
pholipase 203: 633 
Gi protein ADP ribosylation 
202: 145 
integrin fibrinogen receptor peptide 
site 206: 759 
membrane ADP receptor G protein 
207: 259 
protein kinase cAMP cGMP 
205: 471 
Platinum 
amine nitrate DNA complex 
202: 975 
diaqua diphenylethylenediamine 
DNA complex antitumor 208: 573 
oligonucleotide complex NMR proton 
205: 895 
Pleurotus 
aryl alc oxidase 209: 603 
Pneumococcus 
lipoteichoate extn purifn structure 
207: 1063 
PolyA 
binding protein mRNA myogenesis 
209: 803 
Polyadenylate 
binding protein mRNA polysome 
protein 204: 733 
Polyadenylation 
factor eukaryote mRNA chromatog 
isolation 202: 765 
Polyamine 
bisethylspermine antitumor mecha 
nism 209: 689 
ornithine decarboxylase embryo Xe 
nopus 202: 575 
pectin methyl esterase cell wall 
205: 711 
Polyanion 
DNA polymerase alpha primase Phy 
sarum 206: | 
PolyApolymerase 
chromatog sepn 202: 765 
Polydeox yribonucleotide 
gene V protein phage 206: 605 
Polygalacturonase 
gene sequence Aspergillus 208: 83 
Polyhydroxyalkanoate 
gene sequence cloning Pseudomonas 
209: 15 
Polyhydroxybutyrate 
biosynthesis gene sequence Chromati 
um 209: 135 
Polyketide 
chain extension deoxyerythronolide B 
synthase 204: 39 
Polylysine 
casein kinase substrate 205: 939 
lyn kinase src peptide specificity 
204: 1159 
Polymalate 
DNA polymerase alpha primase Phy 
sarum 206: | 
Polymer 
chem enzyme solvent review 203: 25 
Polymerase 
DNA alpha primase polymalate Phy 
sarum 206: | 
DNA alpha priniase SSB protein 
210: 855 


DNA carboxyl terminal domain 
Streptococcus 201: 147 
DNA primase Bombyx silk gland 
201: 431 
DNA primase complex stoichiometry 
206: 7 
Polymeric 
surfactant reversed micelle enzyme 
reaction 206: 737 
Polymorphism 
gene CYP2D liver 208: 739 
Polymorphonuclear 
leukocyte procollagenase activation 
mercury chloride 202: 1223 
Polymyxin 
insulin glucose transporter adipocyte 
207: 185 
Polynucleotide 
gene expression UV 201: 483 
UV spectrometry 210: 205 
Polyol 
inhibition cytochrome P 450 reduc= 
tase 210: 741 
Polyomavirus 
PEA3 protein gene rpL32 transactiva> 
tion 207: 195 
Polypeptide 
antifreeze conformation ice crystn 
flounder 202: 1057 
Polysaccharide 
antigen O18 structure Escherichia 
210: 241 
antigen Vibrio lipopolysaccharide 
210: 491 
capsule structure Actinobacillus 
204: 225 
sulfated Ciona Herdmania 204: 669 
Polysome 
protein polyadenylate binding protein 
mRNA 204: 733 
ribonucleoprotein ribosome formation 
205: 1027 
Polysphondylium 
encystment excystment metabolite 
nucleoside triphosphate 204: 847 
Polysulfide 
reductase gene sequence Wolinella 
206: 503 
Porcine 
zona pellucida glycoprotein oligosac- 
charide structure 209: 883 
Pore 
domain conformation colicin A mem= 
brane 202: 1299 
hemolysin Tethya 210: 499 
Porin 
cysteine structure mitochondria 
202: 903 
PhoE precursor conformation protein 
SecB 208: 419 
Potassium 
channel blocker chloroplast ATPase 
210: 257 
channel voltage nerve review 
202: 701 
salt glucose phosphorylation liver 
204: 363 
Potato 
mitochondria cytochrome c reductase 
208: 761 
mitochondria NADPH NADH dehy= 
drogenase 202: 617 
mitochondria respiration metabolic 
control 210: 775 
phenylalanine ammonia lyase gene 
expression 204: 621 
starch phosphorylase mRNA tissue 
wound 204: 971 
Potential 
redn cytochrome aa3 Sulfolobus 
210: 133 
redox cytochrome c iso | 202: 339 
redox energy level cytochrome Moess= 
bauer 204: 779 
redox flavodoxin ferredoxin NADP 
reductase 202: 1065 
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Pptn 
PEG tenascin purifn 205; 545 
Pravastatin 
sterol biosynthesis liver spleen testis 
209: 315 
Pre 
Golgi protein degrdn glycosylation 
fibroblast 210: 591 
rRNA nucleolin ribosome assembly 
209: 54] 
Preaspartate 
aminotransferase mitochondria pro 
tein DnaK Escherichia 208: 699 
Precursor 
cystatin | cDNA sequence corn 
209: 933 
glucoamylase sequence thermophilic 
Clostridium 207: 413 
plastocyanin chloroplast targeting 
domain conformation 207: 671 
porin PhoE conformation protein 
SecB 208: 419 
processing glucosidase sequence Can 
dida 202: 657 
processing protamine mP2 sperm 
204: 759 
protein transport folding endoplasmic 
reticulum 210; 811 
proteinase PrB processing yeast lyso 
some 203: 641 
tRNA splicing endonuclease substrate 
structure 210: 193 
Pregnancy 
zone protein conformation proteinase 
inhibition 210: 1071 
Preny! 
transferase liver microsome 202: 789 
Prepro 
alpha factor Saccharomyces transloca 
tion 206: 793 
Preprotein 
import conformation competence 
mitochondria cardiolipin 210: 831 
Pressure 
ATPase sarcoplasmic reticulum bind 
ing vanadate 201: 265 
hydrostatic cytochrome P 
450camphor inactivation 209: 583 
hydrostatic F actin filament dissocn 
209: 1005 
sarcoplasmic reticulum ATPase calci 
um binding 202: 551 
surface phospholipase A2 204: 793 
Primapterinuria 
pterincarbinolamine dehydratase 
deficiency 208: 139 
Primase 
DNA polymerase alpha polymalate 
Physarum 206: | 
DNA polymerase alpha SSB protein 
210: 855 
DNA polymerase Bombyx silk gland 
201: 431 
DNA polymerase complex stoichiome 
try 206: 7 
Primer 
template reverse transcriptase HIV 1 
virus 207: 351 
Prismane 
cluster iron sulfur protein Desulfovi 
brio 206: 697 
iron sulfur contg protein Desulfovibrio 
206: 705 
iron sulfur protein sequence Desulfo 
vibrio 208: 435 
protein Desulfovibrio spin electron 
system 210: 983 
Proacrosin 
gene sequence human 207: 23 
gene sequence human polemic 
207: 27 
Procaine 
inhibition sarcoplasmic reticulum 
calcium pump 202: 559 
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Procarboxypeptidase 
A S6 subunit assocn thermodn 
201: 217 
Processing 
carboxy terminal autocatalytic Kex2p 
endoprotease 204: 121 
proteinase PrB precursor yeast lyso 
some 203: 641 
Procollagen 
II processing fulvate Kashin Beck 
202: 1141 
Procollagenase 
activation mercury chloride polymor 
phonuclear leukocyte 202: 1223 
Prodan 
interaction tubulin fluorometry 
204: 127 
Profilin 
actin interaction 209: 171 
Prokallikrein 
recombinant salivary gland 206: 225 
Prokaryote 
insect mammal short chain dehydro 
genase 209: 233 
5S rRNA conformation protein L18 
204: 575 
Prolactin 
promoter RNA formation factor 
210: 53 
Proliferating 
cell antigen sequence carrot 203: 367 
Proliferation 
iron regulatory factor 208: 597 
Proline 
arginine antibacterial peptide PR39 
202: 849 
function lipoamide dehydrogenase 
Azotobacter 202: 863 
rich protein MP4 gene mouse 
202: 969 
rich protein MP5 sequence parotid 
204: 591 
Promonocyte 
differentiated leukemia leukotriene 
C4 synthase 209: 725 
Promoter 
collagen alphal VI gene chicken 
208: 769 
gene SPI hepatocyte somatotropin 
209: 1053 
heat shock chromatin structure 
202: 44 
osteopontin gene regulatory element 
swine 207: 649 
proacrosin gene TATA CCAAT box 
207: 27 
prolactin RNA formation factor 
210: 53 
pulmonary surfactant protein A rat 
206: 613 
thyroid peroxidase gene human 
203: 467 
Proopiomelanocortin 
gene sequence Xenopus 201: 129 
processing pituitary enzyme calcium 
201: 85 
Propeptide 


gen 205: 363 
Propionibacterium 
riboflavin transformation dimethy]! 
benzimidazole 207: 981 
Propionigenium 
ATP synthase gene sequence expres 
sion 207: 463 
Propylamine 
transferase conformation temp Sulfo 
lobus 204: 473 
transferase conformation transition 
thermodn Sulfolobus 204: 483 
Prosome 
like particle apoferritin RNA eryth 
roblast 207: 823 
multicatalytic proteinase repressed 
messenger ribonucleoprotein 
207: 621 
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Prostaglandin 
adenylyl cyclase desensitization pla= 
telet 210: 539 
endoperoxide synthase target size 
analysis 204: 1069 
H synthase modification acetylimida= 
zole 205: 751 
ketoreductase carbonyl reductase 
identity 206: 491 
thromboxane glycogenolysis liver 
thrombin 208: 753 
Protamine 
mP2 precursor processing sperm 
204: 759 
Protease 
ATP dependent mechanism function 
review 203:9 
autoproteolysis Conidiobolus conidia 
discharge 205: 679 
basic sequence Dichelobacter 
210: 13 
cysteine Trypanosoma 204: 371 
inhibitor cartilage matrix leukocyte 
207: 773 
neutral conformation Bacillus 
207: 781 
somatostatin brain purifn specificity 
identification 208: 145 
Proteasome 
alpha subunit gene sequence Droso> 
phila 205: 1043 
contg 26S proteolytic complex kidney 
206: 567 
Thermoplasma 208: 789 
Protein 
actin binding G platelet 203: 347 
acyl Acholeplasma membrane myristic 
acid 204: 231 
amino acid mitochondria membrane 
205: 1207 
antibacterial Cecropia immunity 
review 201: 23 
aspartate glutamate carrier mito= 
chondria 210: 269 
assembly clathrin assocd mammal 
yeast 202: 569 
bacteriochlorophyll c chlorosome 
Chloroflexus 204: 685 
beta globin mRNA binding reticulo= 
cyte 201: 139 
brush border membrane fusion intes= 
tine 201: 273 
B870 light harvesting mutation Rho= 
dobacter 202: 277 
C blood factor Va inactivation 
208: 171 
C surfactant assocd conformation 
orientation 203: 201 
calcium binding cDNA sequence 
Euglena 210: 721 
calpain activator muscle 202: 1177 
cAMP binding membrane anchor 
Saccharomyces 202: 299 
CBP67 glucose binding liver nucleus 
205: 1017 
CCAAT enhancer binding gene mouse 
208: 501 
chlorophyll binding photosystem II 
201: 515 
choline binding fusion DEAE cellulose 
203: 153 
chymotrypsin inhibitor sequence 
hemolymph silkworm 202: 255 
coat conformation CCMV virus 
201: 489 
conformation fragment antigen 
201: 681 
cytoskeleton organization muscle 
review 208: 559 
degrdn glycosylation pre Golgi fibrob= 
last 210: 591 
degrdn liver lysosome proteinase 
209: 223 
disulfide parallel antiparallel align= 
ment 203: 381 
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DNA binding P450 gene enhancer 
205: 303 


DNA interaction resonant recognition 
model 205: 613 

DNA nucleus heat transition 208: 17 

DnaK Escherichia preaspartate ami= 
notransferase mitochondria 
208: 699 

D1 azidoatrazine labeling site methio= 
nine 207: 1077 

EFTu gene tufA Thermus sequence 
207: 839 

expression Escherichia heat shock 
regulon 209: 549 

fatty acid binding development 
grasshopper 210: 1045 

fatty acid binding sequence shark 
203: 327 

fibronectin binding gene Staphylococ= 
cus sequence 202: 1041 

fluorescence labeling photoactivatable 
crosslinker 206: 471 

formation elongation factor eEF | 
207: 1025 

formation elongation factor gene 
carrot 209: 157 

formation elongation factor Sulfolo= 
bus correction 202: 1345 

formation initiation factor mRNA 
cap 208: 581 

G ADP ribosylation toxin 202: 635 

G adrenergic agonist muscle mollusk 
210: 279 

G binding betal adrenoceptor 
204: 1169 

G CCK receptor newborn pancreas 
204: 273 

G cDNA sequence Asterina 207: 833 

G Dictyostelium lithium 209: 299 

G GDP binding HL60 cell 205: 1201 

G GTP muscarinic receptor 204: 725 

G iloprost adenylyl cyclase platelet 
210: 539 

G membrane platelet ADP receptor 
207: 259 

G subunit interaction 210: 609 

G subunit phospholipase C isoenzyme 
206: 821 

G thyroliberin receptor pituitary 
204: 413 

ganglioside binding I II brain 
210: 483 


gene MerP binding mercury 
205: 375 

gene nef conformation function HIV! 
205: 1115 

gene racl G GTPase leukocyte 
206: 537 

gene Tl Ig superfamily 204: 1041 

gene V conformation NMR M13 
202: 349 

gene V DNA virus 206: 605 

gene V translation mRNA 204: 1003 

Gi ADP ribosylation platelet 
202: 145 

glucan binding receptor Pacifastacus 
hemocyte 207: 223 

glycated fructosamine degrdn 
210: 729 

glycosylation Plasmodium erythrocyte 
205: 815 

Gs adenylyl cyclase complex erythro= 
cyte 207: 703 

Gs subunit lymphocyte membrane 
208: 693 

H FABP conformation NMR 
210: 901 

HBsu conformation salt concn 
204: 1049 

HBsu mutant synthetic gene 
207: 677 

heat shock gene sequence Hydra 
210: 683 

heat shock Saccharomyces trehalose 
trehalase 210: 125 
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heat shock yeast membrane 206: 635 

Heliothis midgut Bacillus endotoxin 
binding 202: 673 

helix conformation periodicity 
207: 39 

heptaglucoside phytoalexin elicitor 
binding soybean 204: 1115 

heteromultimeric subunit ratio regu= 
lation 203: 607 

HPr conformation Escherichia 
203: 483 

HSP47 collagen cDNA sequence 
mouse 206: 323 

HSP68 Faza clone 2 stress 210: 793 

hypusine contg Sulfolobus 204: 751 

ice nucleating antifreeze review 
203: 33 

immunity colicin E9 Escherichia 
207: 687 

initiation factor gene sequence yeast 
201: 643 

insect cuticle sequence 206: 813 

IRF iron redox state 208: 597 

iron responsive element homol aconi= 
tase 204: 599 

iron sulfur prismane contg Desulfovi- 
brio 206: 705 

iron sulfur sequence human mito> 
chondrial 201: 547 

isolation guanine nucleotide binding 
210: 1061 

juvenile hormone binding conforma 
tion Galleria 201: 347 

kinase activation CGMP mammal 
202: 1339 

kinase C activation dioleoylglycerol 
calcium 208: 327 

kinase C arachidonate endothelium 
206: 965 

kinase C ethanol phosphatidylethano= 
lamine hydrolysis 209: 467 

kinase C eye retina 201: 601 

kinase C inhibitor KCIP1 brain 
206: 453 

kinase C interferon alpha gene 
209: 813 

kinase C isoenzyme delta sequence 
202: 931 

kinase C isoenzyme review 208: 547 

kinase C nucleus membrane substrate 
210: 45 

kinase C platelet calcium 205: 1003 

kinase C short chain lipid 210: 765 

kinase C synovium interleukin | 
209: 81 

kinase cAMP cGMP platelet 
205: 471 

kinase CDw50 antigen phosphoryla 
tion expression 203: 321 

kinase CGMP dependent isoenzyme 
detection 208: 467 

kinase cholinergic receptor gene ex 
pression 202: 813 

kinase gene PfPK2 sequence Plasmo 
dium 207: 305 

kinase leukocyte colony stimulating 
factor 204: 705 

kinase lymphoma gene cMyc phos 
phoprotein 206: 595 

kinase MARCKS 80K protein relation 
209: 7 

kinase mast cell phospholipase D 
207: 163 

kinase mitogen activated p34cdc2 
lamin 205: 287 

kinase plant 209: 923 

kinase ribosome 60S subunit Saccha 
romyces 206: 259 

L glycine decarboxylase photorespira= 
tion pea 204: 865 

light harvesting chlorophyll binding 
205: 71 

light inducible integration thylakoid 
membrane 208: 195 

linker Mastigocladus phycobilisome 


gene sequence 205: 927 

lumazine ligand stereospecificity 
Photobacterium 210: 711 

L18 prokaryote 5S rRNA conforma= 
tion 204: 575 

microtubule assocd phosphorylation 
kinase 203: 43 

microtubule assocd sea urchin egg 
205: 1195 

mitochondria phospholipid interaction 
209: 423 

mouse ribosome L32 gene transactiva> 
tion 207: 195 

muscle excitation contraction coupling 
202: 739 

myogenic cholinergic receptor gene 
expression 202: 813 

Nereis sarcoplasmic calcium binding 
cation 208: 133 

nitrogenase electron transfer temp 
208: 295 

Nmyc casein kinase II phosphoryla= 
tion 209: 945 

oligomeric reconstitution mechanism 
collapsed intermediate 205: 603 

oocyte specific sequence Xenopus 
206: 673 

ornithine citrulline transporting liver 
mitochondria 207: 449 

outer membrane OmpF assembly 
Escherichia 206: 109 

ovohemerythrin yolk leech 209: 563 

PABP mRNA muscle differentiation 
209: 803 

PCNA cDNA sequence embryogenesis 
carrot 203: 367 

penicillin binding 2x Streptococcus 
Escherichia 207: 943 

pheromone binding silkmoth baculo> 
virus vector 203: 161 

phosphatase cDNA sequence cilia 
Paramecium 209: 43 

phosphatase dephosphorylation sub= 
strate p34cdc kinase 205: 241 

phosphatase PP1M purifn subunit 
myofibril 210: 1037 

phosphatase | smooth muscle myofi= 
bril 210: 1023 

phosphatase 2B calmodulin subunit 
sequence 204: 713 

phosphocarrier HPr conformation 
210: 881 

phosphorylation formyl peptide neu= 
trophil 206: 895 

photosynthetic antenna Ectothiorho= 
dospira sequence 205: 917 

photosystem I antenna barley 
206: 209 

photosystem I reaction center 
205: 1175 

photosystem II antenna chloroplast 
204: 317 

polysome polyadenylate binding 
protein mRNA 204: 733 

precursor transport folding endo- 
plasmic reticulum 210: 811 

prismane cluster iron sulfur Desulfo= 
vibrio 206: 697 

prismane Desulfovibrio spin electron 
system 210: 983 

prismane iron sulfur sequence Desul= 
fovibrio 208: 435 

proline rich MP4 gene mouse 
202: 969 

proline rich MP5 sequence parotid 
204: 591 

pulmonary surfactant A promoter rat 
206: 613 

PZP alpha2 macroglobulin proteinase 
inhibition 210: 1071 

p34 cde2 p9 CKShs2 interaction 
203: 353 

p51tkl kinase recombinant chicken 
lymphocyte 208: 91 

rap mammalian membrane 207: 207 
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ras p21 EFTu ion effect 204; 179 

red edge excitation fluorescence 
206: 235 

Rep ATPase DNA unwinding Escher= 
ichia 207: 479 

retinol binding trout sequence 
204: 99 

retinol binding variant sequence 
Oncorhynchus 210: 937 

ribosomal gene chromatin Tetrah= 
ymena 210: 621 

ribosomal L3 L4 sequence Bacillus 
207: 877 

ribosome PR17 cDNA sequence rat 
203: 341 

SecB porin PhoE precursor aggrega= 
tion 208: 419 

SecY membrane integration receptor 
Escherichia 207: 803 

sequence azidoatrazine site photosys= 
tem II 207: 1077 

sequence detn carboxy terminal 
206: 691 

sequence epidermin biosynthetic 
gene Staphylococcus 204: 57 

serine kinase gene sequence human 
201: 475 

serine kinase isoform Sorghum 
204: 821 

single stranded DNA binding thymus 
210: 855 

stability adaptation extreme condition 
review 202: 715 

sterol carrier 2 sequence rat 201: 233 

structure class amino acid 207: 429 

structure prediction amino acid 
210: 747 

S100P sequence cDNA placenta hu= 
man 207: 541 

thermostable conformation temp 
204: 473 

thiol glutathione tocopherol lipid 
peroxidn 210: 139 

thioredoxin regeneration oxidative 
stress endothelium 209: 917 

tocopherol binding smooth muscle 
cytosol 209: 37 

trifluoroacetylated epitope immuno= 
chem halothane hepatitis 
210: 569 

triiodothyronine binding brain cytosol 
210: 79 

trp repressor structure tryptophan 
NMR 202: 53 

trp repressor tryptophan analog ori 
entation 202: 459 

tyrosine kinase lyn substrate specifici= 
ty 204: 1159 

tyrosine kinase substrate specificity 
determinant 201: 501 

tyrosine phosphatase sequence src 
domain 209: 195 

UbCEPS2 cDNA sequence Chlamydo 
monas 202: 197 

ubiquitinated degrdn ATPase proteo 
lytic complex 206: 567 

UCP tryptophan environment 
210: 893 

uncoupling brown adipose tissue 
203: 295 

uncoupling reconstitution phospholi 
pid vesicle 207: 135 

vitamin D binding actin site 
203: 499 

Vpu phosphorylation HIV1 casein 
kinase 204: 875 

V1 sequence development cerebellum 
207: 615 

YmL9 gene sequence ribosome Sac 
charomyces 206: 373 

Z liver cytosol 205: 1137 

yveinase 

A activation Saccharomyces 207: 277 

aspartic CDNA sequence barley 
202: 1021 
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cuticle Pri cDNA sequence Metarhi= 
zium 204: 991 
cysteine hemocyte foreign substance 
Sarcophaga 209: 939 
cysteine hemocyte Sarcophaga 
204: 911 
cysteine inhibition cystatin variant 
209: 837 
glutamate specific Bacillus 204: 165 
glutamate specific specificity 
206: 103 
In Escherichia 210: 1007 
inhibition PZP protein alpha2 macro= 
globulin 210: 1071 
inhibitor alphal variant conformation 
202: 1147 
inhibitor structure proteinase interac 
tion review 204: 433 
multicatalytic activity probe inhibitor 
209: 629 
multicatalytic prosome repressed 
messenger ribonucleoprotein 
207: 621 
multicatalytic Thermoplasma 
208: 789 
multicatalytic 26S proteolytic complex 
kidney 206: 567 
PrB precursor processing yeast lyso= 
some 203: 641 
PrB precursor yeast lysosome correc= 
tion 205: 1217 
protein degrdn liver lysosome 
209: 223 
sequence gene prt HTLV1 virus 
206: 919 
serine epitope Lactococcus 204: 815 
serine specificity aprotinin mutant 
202: 95 
thermostable Thermus 207: 1035 
yscB vacuole hydrolase precursor 
maturation 207: 867 
yscJ Saccharomyces 203: 571 
Proteoglycan 
chondroitin sulfate EHS cell line 
204: 401 
chondroitin sulfate structure cartilage 
202: 805 
collagen type XII fibroblast 207: 847 
fibroblast transforming growth factor 
205: 277 
glycosaminoglycan skin fibroblast 
embryo 208: 537 
heparan sulfate binding basement 
membrane 208: 359 
oversulfated chondroitin sulfate skin 
squid 204: 553 
Proteolysis 
aspartate aminotransferase conforma 
tion Sulfolobus 204: 1183 
atriopeptin receptor adrenal metal= 
loendopeptidase 209: 717 
limited tetanus toxin 202: 41 
neutrophil elastase bactenecin proform 
209: 589 
Proteolytic 
complex 26S proteasome contg kidney 
206: 567 
Prothrombin 
LW 10082 203: 121 
Protofilamemt 
desmin intermediate filament supra 
mol structure 206: 841 
Proton 
ATPase inhibition mechanism mem= 
brane Saccharomyces 201: 91 
channel cytochrome c redox state 
204: 337 
electrochem potential Bacillus 
201: 467 
electron transfer coupling cytochrome 
208: 427 
NMR assignment lactalbumin 
210: 699 
nucleobase transport purine cytosine 
permease 210: 785 
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permeability induction ATP mito= 
chondria yeast 208: 487 
permeability mitochondria thyroid 
hormone 206: 775 
translocation cytochrome bcl stoi= 
chiometry 209: 475 
translocation mitochondria respiration 
mammal 202: 121 
transport ATP synthase subunit 
function 208: 9 
transport mitochondria respiration 
mammal 202: 113 
transporting ATPase mutant Schizo= 
saccharomyses membrane 
209: 275 
Protonation 
aspartate lysozyme binding site ace= 
tylchitotrisaccharide 210: 351 
conformation redox behavior cyto= 
chrome c3 202: 1101 
Protonmotive 
force ATPase mitochondrion Trypa= 
nosoma 209: 207 
force Bacillus ADP ATP 201: 467 
force stoichiometry cytochrome bc! 
209: 475 
Protoplast 
lentil lipoxygenase monoclonal anti= 
body electroporation 205: 995 
Protoporphyrinogen 
oxidase pea etioplast acifluorfen 
binding 209: 861 
Proximal 
sequence element Ul RNA gene 
203: 443 
Pseudogermin 
wheat seed glycoprotein development 
209: 961 
Pseudomonas 
aminobenzoate CoA ligase sequence 
205: 721 
arylalkyl acylamidase 209: 375 
benzoyl CoA redn 205: 195 
cytoplasm ferripyoverdine reductase 
209: 613 
cytotoxin site directed mutagenesis 
204: 789 
diol dehydrogenase gene sequence 
204: 113 
elastase neutralizing monoclonal 
antibody 206: 587 
epoxide hydrolase 202: 1217 
formate dehydrogenase crystal struc= 
ture 206: 441 
galactose dehydrogenase fusion prod= 
uct luciferase 204: 2 
gene hydroxybenzoate hydroxylase 
sequence 210: 411 
hydroxyphenylpyruvate dehydroge= 
nase sequence secondary confor= 
mation 205: 459 
lipoamide dehydrogenase LPD3 se= 
quence 202: 231 
NADH acceptor reductase xylene 
monooxygenase 209: 51 
nosZ gene sequence 208: 31 
plasmid pKB 740 DNA sequence 
, 


207: 715 


polyhydroxyalkanoate gene sequence 
cloning 209: 15 
Pseudopleuronectus 


antifreeze peptide conformation 
202: 1057 


Pterin 
conversion nonenzymic pterincarbino= 
lamine dehydratase deficiency 
208: 139 ‘ 
Pterincarbinolamine 
dehydratase deficiency pterin isomer 
formation 208: 139 
Pulmonary 
endothelium phospholipase calcium 
ionophore 206: 965 
surfactant assocd protein C structure 
203: 201 
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surfactant protein A promoter rat 
206: 613 
Pumpkin 
chaperonin 60 isoform cDNA se= 
quence 209: 453 
Purifn 
elongation factor Tu 210: 177 
lipoteichoate pneumococcus 
207: 1063 
phosphorylation control elF2 
208: 73 
tenascin liq chromatog 205: 545 
tubulin yeast microtubule 210: 343 
Purine 
cytosine permease mutant Saccharo= 
myces 204: 699 
cytosine permease transport mecha= 
nism Saccharomyces 210: 785 
Purple 
membrane phase retinal 207: 581 
Pyrene 
maleimide deriv tubulin excimer 
fluorescence 204: 783 
Pyridine 
nucleotide transhydrogenase confor= 
mation glycine NADPH 207: 733 
Pyridoxal 
intermediate aspartate aminotransfer= 
ase spectroscopy 201: 703 
phosphate binding tyrosine amino= 
transferase conformation 201: 399 
phosphate lysine glutamate semial= 
dehyde aminotransferase 206: 579 
Pyrococcus 
glutamate dehydrogenase 202: 1189 
Pyrophosphatase 
cytoplasm Thermoplasma 209: 343 
gene sequence cloning Thermoplasma 
209: 351 
inorg pyrophosphate hydrolysis syn= 
thesis yeast 206: 463 
membrane Sulfolobus 207: 741 
Pyrophosphate 
hydrolysis synthesis inorg pyrophos= 
phatase yeast 206: 463 
isoleucyl tRNA synthetase pretransfer 
proofreading 210: 451 
moiety NADPH conformation dihy= 
drofolate reductase 204: 173 
Pyruvate 
dehydrogenase complex dihydroli= 
poyltransacetylase Azotobacter 
Escherichia 206: 427 
dehydrogenase component binding 
dihydrolipoyl transacetylase 
202: 841 
dehydrogenase dihydrolipoyl transa= 
cetylase Azotobacter Escherichia 
201: 561 
dehydrogenase Enterococcus 
203: 245 
dehydrogenase lipoyl domain confor= 
mation Bacillus 201: 203 
dehydrogenase Saccharomyces glucose 
metab mitochondria 209: 697 
ferredoxin oxidoreductase sequence 
Halobacterium 205: 391 
kinase gene DNasel site rat 207: 13 
kinase magnesium ATP conformation 
205: 59 
PZP3 
glycoprotein acid carbohydrate chain 
structure 209: 883 
P21 
Ha ras ras resonant recognition 
205: 613 
ras protein EFTu ion effect 204: 179 
P31 
glycolipoprotein nerve embryo devel= 
opment 203: 433 
P34cdc 
protein kinase substrate dephospho= 
rylation phosphatase 205: 241 
P34cdc2 
mitogen activated protein kinase 
lamin 205: 287 
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QA 
ubiquinone charge recombination 
Chloroflexus 202: 625 
QB 


ubiquinone charge recombination 
Chloroflexus 202: 625 
Qbeta 
replicase self catalyzed affinity label= 
ing 202: 249 
QSAR 
benzoate deriv hydroxybenzoate 
hydroxylase 206: 479 
Quaternary 
structure alpha crystallin 210: 211 
structure extracellular Hb Ascaris 
201: 169 
structure GTP binding protein sub= 
unit 210: 609 
structure phenylalanyl tRNA synthe= 
tase Thermus 208: 411 
structure stabilization asparaginase 
histidine 208: 475 
Quenching 
fluorescence tryptophan protein 
206: 235 
Quinone 
reaction center charge recombination 
Chloroflexus 202: 625 
redox site mitochondria photosystem 
If 209: 73 
Rabbit 
sequence alanine glyoxylate amino= 
transferase 207: 757 
Racemization 
amino acid aspartate aminotransfer= 
ase mechanism 203: 563 
Racl 
G protein GTPase leukocyte 
206: 537 
Radical 
carbon centered substrate methane 
monooxygenase 210: 67 
superoxide DNA cleavage elsamicin A 
208: 227 
Rainbow 
trout hsc71 protein gene sequence 
204: 893 
trout retinol binding protein confor= 
mation 210: 937 
Raman 
spectroscopy echistatin secondary 
structure 202: 329 
Rana 
lutropin beta subunit sequence 
205: 105 
Rap 
protein mammalian membrane 
207: 207 
Ras 
protein guanine resonant recognition 
model 205: 613 
protein p2! EFTu ion effect 
204: 179 
Rat 
acetyl CoA carboxylase mRNA trans= 
lation 201: 119 
catechol methyltransferase gene tran= 
scription 202: 1013 
crystallin heart lens sequence 
202: 775 
ferrocene hemochromatosis model 
202: 405 
heme oxygenase gene expression 
Escherichia 202: 161 
liver cDNA fetuin sequence 204: 523 
phosphofructokinase mRNA regula= 
tion liver 202: 293 
pulmonary surfactant protein A pro= 
moter 206: 613 
pyruvate kinase gene DNasel site 
207: 13 
ribosome protein PR17 cDNA se= 
quence 203: 341 
sterol carrier protein 2 sequence 
201: 233 
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RBP 
protein trout sequence 204: 99 
Reaction 
center photosystem II azidoatrazine 
site 207: 1077 
center quinone charge recombination 
Chloroflexus 202: 625 
Rearrangement 
intramol glutathione thiazoline 
203: 75 


RecA 
recombinase binding DNA ATP 
210: 87 
Receptor 
adenosine Al brain membrane 
206: 171 
ADP G protein membrane platelet 
207: 259 
adrenergic glia metab cAMP 
209: 707 
adrenergic lipolysis cAMP adipocyte 
205: 867 


atriopeptin proteolysis adrenal metal= 
loendopeptidase 209: 717 

BCR signal transduction review 
210: 381 

binding fibronectin Staphylococcus 
207: 327 

binding IGF II 210: 665 

bombesin gene sequence guinea pig 
208: 405 

cAMP Dictyostelium ras gene 
208: 235 

cAMP membrane cell mitochondria 
yeast 202: 299 

cholecystokinin A structure activity 
203: 521 

cholecystokinin pancreas age glyco= 
protein 204: 273 

cholinergic epitope monoclonal anti= 
body 207: 915 

cholinergic gene expression protein 
kinase 202: 813 

chylomicron remnant liver 205: 775 

clearance atriopeptin oxidized analog 
203: 425 

Culex Bacillus binary toxin 210: 585 

digoxigenin heart calcium ATPase 
chicken 205: 269 

dopaminergic D2 striatum antibody 
206: 123 

EGF kinase recombinant cytoplasmic 
domain 207: 265 

fibrinogen integrin peptide site platel= 
et 206: 759 

fibroblast growth factor expression 
Escherichia 210: 823 

fibronectin gene fnbB Staphylococcus 
202: 1041 

glucan binding protein Pacifastacus 
hemocyte 207: 223 

glucocorticoid untransformed subunit 
compn 204: 75 

hepatocyte growth factor develop= 
ment 210: 375 

hepatocyte growth factor sarcoma 
204: 857 

IgE gamma subunit conformation 
207: 51 

IGF II subtype myoblast 208: 273 

IgG alk phosphatase placenta 
205: 341 

insulin autophosphorylation domain 
kinase 20%: 367 

insulin kinase inhibition fetuin 
204: 523 

insulinlike growth factor translocation 
207: 185 

interferon gamma binding stoichiome= 
try 208: 781 

interferon gamma recombinant sol 
210: 545 

lipoprotein regulation hepatocyte 
cholesterol 206: 973 

low d lipoprotein gene mutation 





210: | 

mannose phosphate thyroglobulin 
endocytosis thyroid 209: 111 

mediated endocytosis review 
202: 689 

muscarinic G protein GTP 204: 725 

nicotinic acetylcholine oligosaccharide 
Torpedo 207: 631 

nicotinic curaremimetic toxin binding 
208: 125 

PACAP analog structure 207: 239 

photophobic Halobacterium Natrono= 
bacterium 206: 359 

pituitary adenylate cyclase activating 
polypeptide 202: 951 

platelet derived growth factor phos: 
pholipase 203: 633 

retinoic acid binding DNA retinoid 
204: 1141 

SecY protein Escherichia 207: 803 

sperm activating peptide sand dollar 
206: 887 

tachykinin gene sequence cloning 
mouse 203: 625 

tachykinin sequence gene 204: 1025 

thyroliberin G protein pituitary 
204: 413 

transferrin expression imino sugar 
butyldeoxynojirimycin 208: 187 

transferrin lymphocyte endocytosis 
kinetics 201: 295 

transferrin mRNA spleen 202: 819 

transferrin oligosaccharide 205: 257 

urokinase binding PAI uPA hybrid 
207: 177 

urokinase leukocyte paroxysmal noc= 
turnal hemoglobinuria 208: 397 

urokinase plasminogen activator 
anchor structure 208: 493 

urokinase plasminogen activator 
mouse 205: 451 

Y2 neuropeptide Y cyclic analog 
206: 957 

Recombinant 

antigen hepatitis delta virus sequence 
204: 515 

apolipoprotein AIV prodn function 
201: 373 

carboxypeptidase sol form Escherichia 
204: 197 

casein kinase beta subunit role 
204: 293 

EGF receptor kinase cytoplasmic 
domain 207: 265 

endoglucanase D thermostability 
Clostridium 205: 369 

Hb A structure function Saccharo 
myces 207: 931 

interleukin 6 terminus glycosylation 
engineering 210: 9 

Kex2p endoprotease Saccharomyces 
204: 121 

laminin BI chain structure 209: 571 

PBP 2x protein Streptococcus 
207: 943 

peptidylglycine alpha hydroxylating 
monooxygenase Xenopus 209: 189 

prokallikrein salivary gland 206: 225 

protein p5S\tkl kinase chicken lym= 
phocyte 208: 91 

replicase subunit alfalfa mosaic virus 
203: 167 

sol interferon gamma receptor 
210: 545 

sulfur analog selenium glutathione 
peroxidase 205: 955 

system cytochrome P 4503A4 optimi 
zation 207: 109 

tyrosine aminotransferase form 
201: 399 

tyrosine hydroxylase regulation 
209: 249 

Recombinase 
RecA binding DNA ATP 210: 8 
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Recombination 
carbon monoxide myoglobin Hb mod= 
el 205: 621 
Red 
edge excitation fluorescence protein 
206: 235 
Redn 
cytochrome c3 Desulfovibrio 
202: 1107 
iron cellobiose oxidase Phanerochaete 
205: 133 
potential cytochrome aa3 Sulfolobus 
210: 133 
siderophore FMNH iron release 
209: 621 
Redox 
ATP citrate lyase regulation 
204: 249 
behavior cytochrome c3 model Desul= 
fovibrio 202: 1101 
cytochrome c conformation 206: 721 
lipoamide dehydrogenase conforma= 
tion Azotobacter 202: 1049 
potential cytochrome c iso | 
202: 339 
potential energy level cytochrome 
Moessbauer 204: 779 
potential ferredoxin NADP reductase 
flavodoxin 202: 1065 
potential flavodoxin Desulfovibrio 
202: 1091 
Rieske cluster cytochrome bc! mito= 
chondria 208: 685 
state cytochrome c proton channel 
204: 337 
state iron protein IRF 208: 597 
Redoxyendonuclease 
thymus 206: 833 
Reduced 
coenzyme F420 dehydrogenase Meth= 
anolobus 203: 527 
Reductase 
acetoacetylCoA ketothiolase gene 
sequence Chromatium 209: 135 
acetylglutamate phosphate sequence 
Schizosaccharomyces 205: 33 
aldo keto dihydrodiol dehydrogenase 
liver 205: 1155 
benzoyl CoA redn 205: 195 
carbonyl prostaglandin ketoreductase 
identity 206: 491 
cytochrome c interaction phospholipid 
mitochondria 209: 423 
cytochrome c mitochondria potato 
208: 761 
cytochrome c mutant subunit interac= 
tion 208: 375 
cytochrome P 450 inhibition polyol 
210: 741 
dihydrofolate gene cloning sequence 
Aedes 201: 157 
dihydrofolate NADPH conformation 
Lactobacillus 204: 173 
ferredoxin flavodoxin electron trans= 
fer 210: 577 
ferredoxin NADP flavodoxin carboxy! 
residue 203: 373 
ferredoxin NADP flavodoxin redox 
potential 202: 1065 
ferripyoverdine Pseudomonas cyto= 
plasm 209: 613 
glycine protein PC component Eubac= 
terium 206: 79 
hydroxymethylglutaryl CoA kinase 
plant 209: 923 
hydroxymethylglutaryl CoA substrate 
analog inhibitor 203: 557 
methyl coenzyme M isoenzyme Meth 
anobacterium 206: 87 
methyl coenzyme M nickel ESR 
210: 101 
NADH acceptor xylene monooxyge= 
nase Pseudomonas 209: 51 
NADH coenzyme Q protein human 
201: 547 
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NADPH cytochrome P 450 salt 
204: 1075 
nitrate iron sulfur center Escherichia 
207: 61 
nitrite bacteria review 209: 793 
nitrous oxide copper cluster 209: 875 
polysulfide gene sequence Wolinella 
206: 503 
respiratory nitrous oxide Alcaligenes 
Pseudomonas 208: 31 
ribonucleoside diphosphate inhibition 
dCDP Escherichia 208: 631 
ribonucleoside diphosphate inhibitor 
binding site 208: 635 
sulfite dissimilatory gamma subunit 
Desulfovibrio 205: 111 
thioredoxin selenite NADPH oxidn 
thymus 207: 435 
ubiquinone NADH dehydrogenase 
plant mitochondria 208: 481 
Refolding 
triosephosphate isomerase reverse 
micelle hydration 208: 389 
Regulon 
heat shock Escherichia protein ex= 
pression 209: 549 
Release 
calcium sarcoplasmic reticulum aden= 
osine oligophosoadenosine 
205: 979 
Rep 
protein ATPase DNA unwinding 
Escherichia 207: 479 
Replicase 
Qbeta self catalyzed affinity labeling 
202: 249 
subunit recombinant alfalfa mosaic 
virus 203: 167 
Replication 
chromosome nucleus matrix 
209: 503 
DNA phage M13 gene V 204: 1003 
tumor cell hypoxia gene expression 
210: 389 
Repressed 
mRNA ribonucleoprotein prosome 
multicatalytic proteinase 207: 621 
Repressor 
lambda urea denaturation structure 
206: 15 
trp Escherichia tryptophan NMR 
201: 569 
trp operator resonant recognition 
model 205: 613 
trp protein structure tryptophan 
NMR 202: 53 
trp protein tryptophan analog orien= 
tation 202: 459 
trp secondary conformation NMR 
Escherichia 204: 137 
Reptile 
cholecystokinin gastrin amphibian 
207: 419 
Resoln 
enhanced UV spectrometry polynu= 
cleotide 210: 205 
Resolvase 
DNA junction recognition review 
207: 285 
Resonant 
recognition model protein DNA inter= 
action 205: 613 
Respiration 
metabolic control potato mitochondria 
210: 775 


mitochondria Ehrlich ascites oxygen 


dependence 207: 857 
mitochondria proton translocation 
mammal 202: 121 
mitochondria proton transport 
202: 113 
Respiratory 
chain thyroid hormone 207: 247 
dehydrogenase iron sulfur bacteria 
hypochlorite 202: 1275 
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nitrous oxide reductase Alcaligenes 
Pseudomonas 208: 31 
Restriction 
endonuclease EcoRII stimulation 
DNA site 208: 617 
enzyme chromatin structure chromo=> 
some 202: 441 
Reticulocyte 
beta globin mRNA binding protein 
201: 139 
guanine nucleotide exchange factor 
purifn 208: 73 
Retina 
rod outer segment protein kinase 
201: 601 
purple membrane phase 207: 581 
Retinoate 
kidney cell phenotypic transformation 
209: 89 
Retinoic 
acid endothelium plasminogen activa= 
tor inhibitor 201: 627 
acid receptor binding DNA retinoid 
204: 1141 
Retinoid 
mRNA transglutaminase 202: 15 
retinoic acid receptor binding 
204: 1141 
Retinol 
binding protein trout sequence 
204: 99 
binding protein variant sequence 
Oncorhynchus 210: 937 
Retrotransposon 
1731 reverse transcriptase Drosophila 
209: 523 
Reverse 
micelle chymotrypsin kinetics mecha= 
nism 208: 165 
micelle triosephosphate isomerase 
dimerization hydration 208: 389 
transcriptase primer template HIV] 
virus 207: 351 
transcriptase retrotransposon 1731 
Drosophila 209: 523 
transcriptase subunit heterodimer 
HIV 206: 437 
Reversed 
micelle pH viologen cytochrome hyd= 
rogenase 207: 587 
Review 
ATP dependent protease mechanism 
function 203: 9 
bacteria nitrite reductase 209: 793 
BCR receptor signal transduction 
210: 381 
catabolite repression yeast 206: 297 
Cecropia immunity antibacterial 
protein 201: 23 
cell bioenergetics 208: 203 
DNA junction structure enzyme inter= 
action 207: 285 
enzyme org solvent 203: 25 
erythropoietin 210: 649 
glycoprotein oligosaccharide structure 
function 209: 483 
human gene therapy 208: 211 
immune tolerance mol cellular aspect 
202: 729 
liver lipogenic enzyme hormone nutri= 
tion 205: 433 
metab enzyme math model 201: | 
mol dynamics computer simulation 
204: 947 
mouse development mol gene analysis 
204: 5 
muscle cytoskeleton protein organiza= 
tion 208: 559 
nitrogenase metallocluster 205: | 
potassium channel voltage nerve 
202: 701 
protein ice nucleating antifreeze 
203 
protein kinase C isoenzyme 208: 547 
protein stability adaptation extreme 
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condition 202: 715 
proteinase inhibitor structure protei= 
nase interaction 204: 433 
receptor mediated endocytosis 
202: 689 
sulfur cyclic ketimine imino acid 
202: 217 
superoxide generating oxidase phago= 
cyte 201: 523 
sympathetic nerve liver metab hemo= 
dynamics 207: 399 
tRNA like structure RNA function 
201: 303 
tRNA structure aminoacylation 
synthetase 206: 315 
tumor necrosis factor 202: 3 
J 
peptide deriv structure cell adhesion 
210: 911 
Rhamnose 
dTDP enzyme prepn 204: 539 
RhD 
blood group monoclonal antibody 
sequence 207: 1115 
Rhodanese 
folding intermediate cardiolipin mem= 
brane binding 210: 831 
Rhodobacter 
arginine catabolism arginase 
204: 531 
B870 light harvesting protein muta= 
tion 202: 277 
lipopolysaccharide sialic acid trisac= 
charide 204: 217 
photosystem bacteriopheophytin 
trapping site 207: 723 
Rhodomicrobium 
isocitrate dehydrogenase NAD NADP 
monomer 202: 85 
Rhodopseudomonas 
photosystem triazine herbicide bind= 
ing energy 206: 685 
Rhodopsin 
kinase fly eye 209: 1035 
kinase light dependent mechanism 
specificity 208: 659 
Rhodospirillium 
Rubisco conformation active site 
206: 729 
Riboflavin 
transformation dimethylbenzimida= 
zole Propionibacterium 207: 981 
Ribonucleoprotein 
beta globin mRNA contg 201: 139 
polysome ribosome formation 
205: 1027 
repressed messenger prosome multi= 
catalytic proteinase 207: 621 
Ribonucleoside 
diphosphate reductase dCDP Escher= 
ichia 208: 635 
diphosphate reductase inhibition 
dCDP Escherichia 208: 631 
Ribosomal 
protein gene chromatin Tetrahymena 
210: 621 
protein L3 L4 sequence Bacillus 
207: 877 
Ribosome 
assembly nucleolin pre rRNA 
209: 541 
binding elongation factor Tu Escher= 
ichia 202: 981 
formation polysome ribonucleoprotein 
205: 1027 
protein L32 gene mouse transactiva= 
tion 207: 195 
protein PR17 cDNA sequence rat 
203: 341 
protein YmL9 gene sequence Saccha= 
romyces 206: 373 
60S subunit protein kinase Saccharo= 
myces 206: 259 
Ribosylation 
ADP elongation factor 2 eukaryote 


205: 25 

ADP Gi protein platelet 202: 145 

ADP toxin G protein 202: 635 

ADP transducin cholera pertussis 
toxin 210: 33 

Ribulose 

bisphosphate carboxylase activase 

204: 901 


bisphosphate carboxylase conforma= 
tion aspartate 206: 729 
bisphosphate carboxylase oxygenase 
binding phosphogluconate 
208: 721 
Rice 
lipoxygenase L 2 sequence 206: 331 
Ricin 
abrin variant 204: 155 
Rieske 
cluster redox cytochrome bel mito= 
chondria 208: 685 
Riftia 
collagen chain sequence 210: 839 
RNA 
apoferritin prosome like particle 
erythroblast 207: 823 
binding replicase subunit virus 
203: 167 
dicistronic operon rph pyrE process= 
ing 206: 381 
domain conformation coat protein 
virus 201: 489 
folding secondary structure algorithm 
202: 241 
formation factor prolactin promoter 
210: 53 
messenger beta globin binding protein 
201: 139 
messenger cap cIF4E el F4F elF4B 
208: 581 
ribosomal pre nucleolin domain 
209: 541 
splicing ATPase isoform 2 sequence 
205: 333 
TMV virus eukaryote gene translation 
209: 151 
tRNA like structure function review 
201: 303 
Ul gene Ambystoma Xenopus PSE 
203: 443 
U14 gene sequence mouse 206: 391 
U3A gene sequence mouse 205: 1033 
R Nase 
alk inhibitor complex brain aluminum 
202: 107 
Bsn extracellular sequence Bacillus 
209: 121 
Fl conformation 208: 41 
H stability serine mutation Escheric= 
hia 206: 337 
PH operon attenuation UTP 
206: 381 
Tl AMP complex crystal structure 
201: 199 
Tl Pbl Thi Sa comparison 204: 187 
T1 subsite asparagine dinucleoside 
phosphate 203: 551 
Y AR specificity brain 207: 1045 
Rod 
outer segment retina protein kinase 
201: 601 
Rough 
endoplasmic reticulum catechol me= 
thyltransferase recombinant 
207: 813 
rRNA 
gene rrnB terminator Escherichia 
201: 653 
gene sequence conformation pea 
aphid 202: 827 
gene spacer sequence Acyrthosiphon 
206: 935 
gene Xenopus expression histone 
binding 204: 977 
pre nucleolin ribosome assembly 
209: 541 
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18 S binding U14 RNA 206: 391 
23S elongation factor Tu binding 
202: 981 
5 S conformation liver Escherichia 
204: 583 
5S conformation protein L18 proka= 
ryote 204: 575 
Rubisco 
aspartate active site conformation 
206: 729 
Ruminant 
water buffalo Hb evolution 204: 509 
S 
phase cell cycle DNA repair 
204: 267 
Saccharomyces 
actin 206: 949 
aminopeptidase ysclII sequence 
202: 993 
ATP synthase assembly subunit 4 
205: 163 
cAMP binding protein membrane 
anchor 202: 299 
cDNA gene TPS! sequence 209: 951 
cloning gene wheat germ agglutinin 
210: 989 
cytochrome c isoform phenylalanine 
201: 211 
cytochrome c reductase myxoihiazol 
resistance 208: 375 
cytochrome cl heme lyase sequence 
207: 1093 
fatty acid synthetase subunit regula= 
tion 203: 607 
fermn Hb A 207: 931 
glycosylated parathyroid hormone 
human 205: 311 
heat shock protein trehalose trehalase 
210: 125 
insulin like growth factor 1 206: 793 
isoamyl acetate synthase 210: 1015 
isocitrate lyase gene ICL! sequence 
204: 983 
lactalbumin gene cattle cloning 
202: 471 
lysine tRNA synthetase amino termi= 
nus 207: | 
membrane proton ATPase inhibition 
mechanism 201: 91 
metab pathway NMR spectroscopy 
201: 715 
mitochondria elongation factor gene 
sequence 201: 643 
phosphoglycerate mutase active site 
histidine 207: 709 
protein kinase ribosome 60S subunit 
206: 259 
protein phosphatase calmodulin sub= 
unit gene 204: 713 
proteinase A activation 207: 277 
proteinase yscJ 203: 571 
purine cytosine permease mutant 
204: 699 
purine cytosine permease transport 
mechanism 210: 785 
pyruvate dehydrogenase glucose 
metab mitochondria 209: 697 
recombinant Kex2p endoprotease 
204: 121 
recombinant liver tyrosine amino= 
transferase expression 201: 399 
ribosome protein YmL9 gene se 
quence 206: 373 
uroporphyrinogen decarboxylase 
gene sequence 205: 1011 
Saccharopolyspora 
deoxyerythronolide B synthase gene 
sequence 204: 39 
Salivary 
gland prokallikrein recombinant 
206: 225 
Salmonella 
heptaacy! lipopolysaccharide gene ssc 
204: 1101 
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Salt 
formylmethanofuran tetrahydrometh= 
anopterin formyltransferase Meth= 
anopyrus 210: 971 
Sand 
dollar sperm activating peptide recep= 
tor 206: 887 
Sarcoma 
hepatocyte growth factor receptor 
204: 857 
Sarcophaga 
hemocyte cysteine proteinase 
204: 91i 
hemocyte cysteine proteinase foreign 
substance 209: 939 
Sarcoplasmic 
calcium binding protein cation Nereis 
208: 133 
reticulum ATPase binding vanadate 
pressure 201: 265 
reticulum ATPase calcium binding 
pressure 202: 551 
reticulum ATPase dodecylmaltoside 
209: 1023 
reticulum ATPase labeling dialdehyde 
ATP 205: 173 
reticulum calcium pump procaine 
inhibition 202: 559 
reticulum calcium release adenosine 
oligophosoadenosine 205: 979 
Scallop 
arginine kinase interaction actin 
filament 206: 251 
Schizophyllum 
xylanase A mechanism substrate 
specificity 204: 19] 
Schizosaccharomyces 
arg3 arg]! gene sequence expression 
205: 33 


cadmium phytochelatin complex 
207: 201 
calcium pump ATP gene cta3 
207: 1003 
mutant proton transporting mem= 
brane ATPase 209: 275 
Scorpion 
venom toxin sequence 204: 281 
SDS 
plasminogen activator inhibitor | 
209: 985 
Sea 
pen collagen heterotrimer subunit 
203: 179 
urchin egg microtubule assocd protein 
205: 1195 
Secondary 
conformation hydroxyphenylpyruvate 
dehydrogenase Pseudomonas 
205: 459 
conformation trp repressor NMR 
Escherichia 204: 137 
structure echistatin NMR 202: 315 
202: 323 
structure echistatin spectroscopy 
202: 329 
Secretion 
insulin like growth factor | 206: 793 
lysozyme disulfide bond elimination 
205: 551 
lysozyme glycosylation degrdn fibrob 
last 210: 591 
signal killer toxin amylase sequence 
203: 415 
silkmoth protein Sf9 cell baculovirus 
203: 161 
Secretory 
granule G protein insulin catechol 
amine 208: 729 
SecY 
protein membrane integration recep= 
tor Escherichia 207: 803 
Sedoheptulose 
bisphosphatase wheat chloroplast 
sequence 205: 1053 


KEYWORD INDEX 


Seed 
development wheat glycoprotein 
pseudogermin 209: 961 
lupine legumin precursor processing 
assembly 206: 941 
Selenite 
thioredoxin reductase NADPH oxidn 
thymus 207: 435 
Selenium 
dependent ATP cleavage enzyme 
Escherichia 206: 767 
glutathione peroxidase recombinant 
sulfur analog 205: 955 
Selenoprotein 
formation enzyme Escherichia 
206: 767 
Self 
assocn actin fluorometry 205: 591 
assocn interferon alpha2 210: 953 
deconvolution UV spectrometry poly= 
nucleotide 210: 205 
Semialdehyde 
glutamate aminotransferase kinetics 
202: 749 
Semisynthetic 
lactate oxidase kinetics mechanism 
203: 533 
oxidase enzyme like catalyst design 
203: 543 
Semliki 
Forest virus translation shut off 
208: 581 
Sendai 
virus fusion PC12 cell kinetics 
205: 181 
Senescence 
ganglioside GM3 liver 203: 107 
Sequence 
acetoacetyl CoA thiolase gene Candi= 
da 210: 999 
aconitase gene homol Escherichia 
204: 599 
Aedes dihydrofolate reductase gene 
201: 157 
alanine glyoxylate aminotransferase 
marmoset rabbit 207: 757 
alc dehydrogenase cDNA duck 
203: 449 
alliinase cDNA Allium 209: 751 
alpha actinin isoform chick 210: 801 
alphas2 casein gene mRNA sheep 
201: 633 
alpha2 macroglobulin mouse 
210: 319 
alpha3 actin gene Xenopus 208: 241 
aminobenzoate CoA ligase Pseudomo= 
nas 205: 721 
aminobutyrate aminotransferase pig 
liver 208: 351 
aminopeptidase yscll Saccharomyces 
202: 993 
ammodytin 12 cDNA venom Vipera 
204: 1057 
ammodytin L 202: 1165 
antibacterial peptide PR39 intestine 
202: 849 
apoferritin tRNA erythroblast duck 
207: 823 
asparaginyl tRNA synthetase Escher= 
ichia 209: 511 
aspartate aminotransferase isoenzyme 
Panicum 204: 611 
aspartic proteinase cDNA barley 
202: 1021 
ATP citrate lyase 204: 491 
ATP synthase gene Propionigenium 
207: 463 
ATPase isoform 2 RNA splicing 
205: 333 
axonin | cDNA axon chicken 
204: 453 
basic protease gene Dichelobacter 
210: 13 
beta subunit lutropin bullfrog 
205: 105 
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bombesin receptor gene guinea pig 
208: 405 

botulin E 204: 657 

calcium binding protein cDNA Eugle= 
na 210: 721 

calmodulin Euglena 205: 653 

carboxylesterase isoform cDNA liver 
206: 801 

carboxypeptidase Sulfolobus 
206: 349 


carboxyphosphonoenolpyruvate mu= 
tase gene Streptomyces 209: 735 

carrot PCNA protein cDNA 
203: 367 

cDNA phytoene phytofluene desatu= 
rase Capsicum 209: 399 

cecropin C gene Drosophila 204: 395 

chaperonin 60 isoform cDNA pump= 
kin 209: 453 

chymotrypsin inhibitor protein hemo= 
lymph silkworm 202: 255 

ciliary neurotrophic factor gene hu= 
man 201: 289 

citrate synthase Sulfolobus 208: 459 

cloning achacin cDNA Achatina 
209: 1 

cloning polyhydroxyalkanoate gene 
Pseudomonas 209: 15 

cloning pyrophosphatase gene Ther= 
moplasma 209: 351 

Clostridium gene licB glucanase 
204: 13 

collagen IX alpha3 subunit 205: 443 

collagen X gene mapping 206: 217 

collagen XIV chain cDNA chicken 
201: 333 

complement Clq C chain mouse 
209: 129 

crustacyanin Cl subunit Homarus 
202: 31 

cuticle proteinase Pri cDNA Metarhi= 
zium 204: 991 

cystatin I precursor cDNA corn 
209: 933 

cystatin variant synthetic gene chick> 
en 209: 837 

cytochrome b562 Escherichia 
202: 309 

cytochrome cl heme lyase Saccharo= 
myces 207: 1093 

cytochrome c550 Bacillus 204: 1131 

cytochrome oxidase isoform heart 
human 203: 193 

cytochrome P450IID cDNA micro= 
heterogeneity cattle 208: 739 

defensin dragonfly 209: 977 

deoxyerythronolide B synthase gene 
Saccharopolyspora 204: 39 

dihydroxypienylalanine decarboxyl= 
ase kidney 201: 385 

diol dehydrogenase gene Pseudomo= 
nas Acinetobacter 204: 113 

DNA plasmid pKB 740 Pseudomonas 
207: 715 

elongation factor lalpha gene carrot 
209: 157 

endoacetylglucosaminidase Flavobac= 
terium 202: 175 

endothelial leukocyte adhesion mol 
mouse 206: 401 

epoxide hydrolase Pseudomonas 
202: 1217 

evolution vigilin gene chicken 
209: 321 

extracellular RNase Bsn Bacillus 
209: 121 

fatty acid binding protein shark 
203: 327 

ferrochelatase gene human 205: 217 

fetuin 204: 523 

fetuin sheep pig 205: 321 

fibronectin binding protein gene 
Staphylococcus 202: 1041 

flavodoxin Desulfovibrio 202: 1091 

G protein cDNA Asterina 207: 833 
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ganglioside binding protein brain 
ubiquitin 210: 483 

garlic agglutinin I II gene 206: 413 

gene fumarase exon intron 207: 767 

gene HBsu protein synthetic mutant 
207: 677 

gene isolectin 2 WGA2 210: 989 

gene mating pheromone Er2 Euplotes 
202: 759 

gene nisin Z antibiotic Lactobacillus 
201: 581 

gene protein initiation factor yeast 
201: 643 

gene protein serine kinase human 
201: 475 

glucanase beta isoenzyme GIII Horde= 
um 209: 103 

glucanotransferase Thermotoga 
207: 81 

glucoamylase precursor thermophilic 
Clostridium 207: 413 

glucosidase precursor processing 
Candida 202: 657 

glutamate dehydrogenase Clostridium 
207: 533 

glutamate dehydrogenase evolution 
Escherichia 204: 93 

glutamate dehydrogenase gene gdh 
Clostridium 206: 151 

glutamate dehydrogenase Sulfolobus 
203: 8 

glutamate specific serine endoprotei= 
nase Bacillus 204: 165 

glutamyl tRNA synthetase Thermus 
204: 465 

gonadotropin alpha subunit bullfrog 
203: 185 


grass carp growth hormone gene 
207: 643 

Hb evolution Notothenia 210: 963 

heat shock hsc71 protein gene 
204: 893 

heat shock protein gene Hydra 
210: 683 

hemocyanin subunit c Panulirus 
206: 243 

hepatitis delta virus recombinant 
antigen 204: 515 

HgiClI methyltransferase gene Herpe= 
tosiphon 202: 1247 

histidine decarboxylase human 
209: 533 

histone H! Arabidopsis 202: 1029 

histone H2A cDNA Leishmania 
205: 211 

HSP47 protein cDNA mouse 
206: 323 

human proacrosin gene 207: 23 

human proacrosin gene polemic 
207: 2 

human vinculin metavinculin gene 
204: 767 

hydrogen forming methylenetetrahyd= 
romethanopterin dehydrogenase 
Methanopyrus 208: 511 

hydrogenase subunit gene Wolinella 
206: 93 

hydroxybenzoate hydroxylase Pseudo= 
monas 210: 411 

hydroxyphenylpyruvate dehydroge= 
nase Pseudomonas 205: 459 

hydroxysteroid dehydrogenase gene 
human 209: 459 

hypusine contg protein gene Sulfolo= 
bus 204: 751 

insect cuticle protein 206: 813 

insulin Locusta 201: 495 

iron sulfur protein human mitochon= 
drial 201: 547 

killer toxin secretion signal amylase 
203: 415 

lactate dehydrogenase gene Lactoba= 
cillus 208: 799 

lectin cDNA snowdrop 202: 23 

leucine aminopeptidase conservative 


evolution Arabidopsis 205: 425 

leukemia inhibitory factor gene mam= 
mal 204: 21 

lipase pancreas horse 206: 279 

lipoamide dehydrogenase LPD3 Pseu= 
domonas 202: 231 

lipoxygenase L 2 rice 206: 331 

luminescence gene lux Photobacterium 
201: 161 

Manduca insecticyanin INSa INSb 
gene 205: 491 

mannitol enzyme II gene Staphylo= 
coccus 204: 963 

metallothionein isoform MTO0 cDNA 
human 209: 999 

methylamine dehydrogenase amicya= 
nin gene Thiobacillus 202: 1003 

methylenetetrahydromethanopterin 
dehydrogenase gene Methanobac= 
terium 202: 1205 

monoclonal antibody RhD blood 
group 207: 1115 

mouse collagen VII} gene 207: 895 

NADH dehydrogenase yeast mito= 
chondria 203: 587 

NADH oxidase gene nox Thermus 
205: 875 

neurohormone Lom OMP locust 
202: 1121 

nitrilase cDNA Arakidopsis 205: 417 

nosZ gene Alcaligenes Pseudomonas 
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206: 131 
Thylakoid 
membrane light inducible protein 
integration 208: 195 
Thymidine 
kinase site conformation herpes cor= 
rection 201: 731 
kinase 2 photoaffinity labeling TTP 
206: 485 
Thymus 
redoxyendonuclease 206: 833 
single stranded DNA binding protein 
210: 855 
thioredoxin reductase selenite NADPH 
oxidn 207: 435 
Thyroglobulin 
endocytosis thyroid mannose phos= 
phate receptor 209: 111 
Thyroid 
hormone mitochondria proton perme= 
ability 206: 775 
hormone respiratory chain 207: 247 
peroxidase asparagine linked glycan 
202: 5901 
peroxidase gene promoter human 
203: 467 
thyroglobulin endocytosis mannose 
phosphate receptor 209: 111 
Thyroliberin 
receptor G _—— pituitary 
204: 413 
Tissue 
expression histidine decarboxylase 
gene 209: 533 
glycophosphoprotein CFTR gene 
mdri mRNA 206: 137 
mRNA transglutaminase 202: 15 
newborn mouse collagen VIII mRNA 
207: 895 
plasminogen activator synthetic pep= 
tide antibody 206: 653 
TMV 
virus RNA eukaryote gene translation 
209: 151 
Tobacco 
mosaic virus omega RNA translation 
209: 151 
Tocopherol 
binding protein smooth muscle cyto= 
sol 209: 37 
glutathione thiol lipid peroxidn 
210: 139 
Topoisomerase 
DNA I camptothecin resistant human 
202: 835 
I isoform liver cell cycle 210: 359 
Topol 
aspartate glutamate carrier active 
site 210: 269 
Torpedo 
nicotinic acetylcholine receptor oligo= 
saccharide 207: 631 
Toxin 
ADP ribosylation G protein 202: 635 
binary Bacillus receptor Culex 
210: 585 
cholera pertussis transducin ADP 
ribosylation 210: 33 
curaremimetic snake lysine 27 
208: 125 
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killer secretion signal amylase se= 
quence 203: 415 
pertussis Gi protein platelet 
202: 145 
pertussis superoxide lipopeptide 
leukemia differentiation 203: 143 
scorpion venom sequence 204: 281 
tetanus limited proteolysis 202: 41 
Transacetylase 
dihydrolipoy! binding pyruvate dehy= 
drogenase component 202: 841 
dihydrolipoyl pyruvate dehydrogenase 
Azotobacter Escherichia 201: 561 
Transactivation 
gene rpL32 polyomavirus PEA3 pro= 
tein 207: 195 
Transcript 
mitochondria nucleus gene Zajdela 
hepatoma 205: 1187 
Transcriptase 
reverse primer template HIV1 virus 
207: 351 
reverse retrotransposon 1731 Droso= 
phila 209: 523 
reverse subunit heterodimer HIV 
206: 437 
Transcription 
accuracy RNA polymerase II 206: 49 
attenuation Escherichia operon rph 
pyrE 206: 381 
CD4 antigen gene myeloid differenti 
ation 207: 321 
cecropin C gene Drosophila metamor= 
phosis 204: 395 
cuticle proteinase Pr! regulation 
Metarhizium 204: 991 
early response gene hydrogen perox= 
ide 201: 99 
epidermin biosynthetic gene operon 
Staphylococcus 204: 57 
factor binding thyroid peroxidase 
promoter 203: 467 
factor ets site gene MP4 202: 969 
gene Ipd3 Pseudomonas 202: 231 
gene PDGF mesothelioma 208: 589 
gene repair UV cell cycle 204: 267 
histone H1 gene cell cycle 208: 775 
trp repressor conformation tryptophan 
analog 202: 459 
Transducin 
cholera pertussis toxin ADP ribosyla 
tion 210: 33 
subunit phospholipase C isoenzyme 
granulocyte 206: 821 
Transfection 
DNA mammal cell elec field 
206: 115 
Transferase 
cis prenyl iiver microsome 202: 789 
propylamine conformation temp 
Sulfolobus 204: 473 
propylamine conformation transition 
thermodn Sulfolobus 204: 483 
Transferrin 
receptor expression imino sugar bu 
tyldeoxynojirimycin 208: 187 
receptor lymphocyte endocytosis 
kinetics 201: 295 
receptor mRNA spleen 202: 819 
receptor oligosaccharide 205: 257 
Transformation 
electroporation kinetics Escherichia 
209: 431 
neoplastic animal cell tenascin 
205: 561 
phenotypic kidney growth factor 
209: 89 
Transforming 
growth factor interleukin phospholi= 
pase A2 210: 169 
growth factor kidney phenotype 
209: 89 
growth factor proteoglycan fibroblast 
205: 277 
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Transglutaminase 
crystallin alphaB beta lysine 
205: 671 
sequence cDNA aorta 202: 15 
Transhydrogenase 
pyridine nucleotide conformation 
glycine NADPH 207: 733 
Transition 
state intermediate sialidase mechanism 
virus 207: 335 
Translation 
acetyl CoA carboxylase mRNA rat 
201: 119 
adenovirus tripartite leader MRNA 
elF4F 207: 471 
factor eIF5A hypusine contg protein 
204: 751 
Galanthus lectin Xenopus oocyte 
202: 23 
gene eukaryote RNA TMV virus 
209: 151 
initiation alternative mRNA fumarase 
isoenzyme 207: 767 
mRNA gene V protein 204: 1003 
shut off Semliki Forest virus 
208: 581 
Translocation 
insulinlike growth factor receptor 
207: 185 
prepro alpha factor Saccharomyces 
206: 793 
proton cytochrome bc] stoichiometry 
209: 475 
proton mitochondria respiration 
mammal 202: 121 
Transpeptidase 
glutamyl brain capillary pericyte 
202: 421 
Transport 
ARP protein signal peptide Euglena 
210: 721 
calcium Schizosaccharomyces gene 
cta3 207: 1003 
channel gap junction connexon volt= 
age 210: 249 
cystine T lymphocyte mitogen 
201: 113 
glucose Trypanosoma 202: 191 
hydrogen ion hydroxide 207: 135 
intracellular sialyltransferase liver 
208: 341 
jejunum dihydroxycholecalciferol 
triiodothyronine 201: 709 
leukotriene hepatocyte hepatoma 
209: 281 
lysine Corynebacterium carrier system 
202: 131 
lysine Corynebacterium energy kinetic 
model 202: 137 
NADH dehydrogenase yeast mito= 
chondria 203: 587 
nucleobase proton purine cytosine 
permease 210: 785 
nucleus mRNA protein CBP67 
205: 1017 
ornithine liver mitochondria carrier 
protein 207: 449 
precursor protein folding endoplasmic 
reticulum 210: 811 
proton ATP synthase subunit function 
208: 9 
proton cation animal respiration 
202: 121 
proton mitochondria respiration 
mammal 202: 113 
Transporter 
glucose adipocyte insulin polymyxin 
207: 185 
Transthyretin 
binding retinol binding protein trout 
204: 99 
Trehalase 
Saccharomyces heat shock protein 
210: 125 
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Trehalose 
phosphate synthase subunit sequence 
yeast 209: 951 
Saccharomyces heat shock protein 
210: 125 
TRH 
adenylate cyclase pituitary 204: 413 
Triazine 
herbicide binding Rhodopseudomonas 
photosystem energy 206: 685 
Trichoderma 
chitinase multiple form 206: 859 
tricholongin B I II structure 
201: 661 
xylanase A B 202: 521 
Tricholongin 
B I If structure Trichoderma 
201: 661 
Tr.ifluoroacetylated 
protein epitope immunochem halo= 
thane hepatitis 210: 569 
Triiodothyronine 
binding protein brain cytosol 210: 79 
cytochrome mRNA mitochondria 
207: 247 
dihydroxycholecalciferol jejunum 
transport 201: 709 
enzyme brown adipocyte 203: 313 
Triose 
phosphate isomerase heart glycolysis 
202 
Triosephosphate 
isomerase inhibition cyclic hexapep= 
tide Trypanosoma 207: 441 
isomerase reverse micelle dimerization 
hydration 208: 389 
Tripartite 
leader mRNA adenovirus translation 
eIF4F 207: 471 
Trisaccharide 
sialic acid Rhodobacter lipopolysac= 
charide 204: 217 
Trithionate 
hydrolase Thiobacillus 209: 367 
Tritium 
hydrogen exchange hydrogenase 
Megasphaera 205: 117 
tRNA 
aminoacyl eukaryote elongation factor 
1 207: 1025 
apoferritin sequence erythroblast 
duck 207: 823 
aspartyl synthetase structure assocn 
complex 203: 459 
glycine conformation NMR Bombyx 
210: 671 
like structure RNA function review 
201: 303 
phenylalanyl synthetase quaternary 
structure Thermus 208: 411 
precursor splicing endonuclease sub= 
strate structure 210: 193 
structure aminoacylation synthetase 
review 206: 315 
synthetase glutamyl sequence Ther= 
mus 204: 465 
Trophoblast 
culture membrane fluidity ATPase 
206: 881 
Tropomodulin 
binding tropomyosin organ 205: 355 
Tropomyosin 
binding tropomodulin organ 
205: 355 
mRNA Xenopus 202: 431 
Troponin 
C myosin light chain hybrid 204: 85 
muscle contraction calcium 205: 985 
Trout 
rainbow hsc71 protein gene sequence 
204: 893 
retinol binding protein sequence 
204: 99 


Trp 


repressor operator resonant recogni= 
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tion model 205: 613 
a protein ae tryptophan 
NMR 202: 
repressor protein a analog 
orientation 202: 459 
repressor secondary conformation 
NMR Escherichia 204: 137 
Truncated 
recombinant interferon gamma activi= 
ty 202: 1133 
Trypanocidal 
drug binding phosphoglycerate kinase 
yeast 205: 1077 
Trypanopain 
Te Trypanosoma 204: 371 
Trypanosoma 
acetylglucosaminyltransferase essen= 
tial sulfhydryl glycosylphosphati= 
dylinositol formation 208: 309 
bloodstream membrane potential 
202: 411 
cysteine protease 204: 371 
glucose transport 202: 191 
mitochondrion protonmotive force 
ATPase 209: 207 
triosephosphate isomerase inhibition 
cyclic hexapeptide 207: 441 
Trypsin 
activity probe multicatalytic protei= 
nase inhibitor 209: 629 
antibody inhibition trypsinogen acti= 
vation enterokinase 204: 13 
cleavage myosin subfragment | actin 
210: 873 
interaction alpha2 macroglobulin 
bait region 209: 409 
labeling fluorescence transfer cros= 
slinking 206: 471 
Trypsinogen 
activation enterokinase inhibition 
trypsin antibody 204: 133 
Tryptophan 
analog orientation trp repressor pro= 
tein 202: 459 
cytochrome c iso | structure 
202: 339 
environment protein UCP 210: 893 
Escherichia repressor trp 201: 569 
interferon alpha2 conformation 
210: 953 
protein fluorescence quenching 
206: 235 
synthase beta2 subunit conformation 
201: 681 
trp repressor protein structure NMR 
202: 53 
TTP 
photoaffinity labeling thymidine 
kinase 2 206: 485 
Tubulin 
Prodan interaction fluorometry 
204: 127 
purifn yeast microtubule 210: 343 
pyrene maleimide deriv excimer 
fluorescence 204: 783 
synapsin | interaction site 206: 783 
Tumor 
cell replication hypoxia gene expres= 
sion 210: 389 
Ehrlich ascites respiration oxygen 
dependence 207: 857 
Engelbreth Holm Swarm proteoglycan 
208: 359 
necrosis factor nitric oxide synthase 
203: 251 
necrosis factor review 202: 3 
Tungsten 
contg formylmethanofuran dehydro= 
genase Methanobacterium 
207: 559 
Tunicate 
sulfated polysaccharide 204: 669 
Turkey 
vinculin metavinculin gene evolution 
204: 767 


Eur. J. Biochem., Vols. 201-210, 1991-1992 


Turtle 
leech ornatin sequence 202: 1073 
TXB2 
monocyte 206: 131 
Tyrosinase 
melanogenesis 208: 155 
Tyrosine 
aminotransferase recombinant form 
liver 201: 399 
cytochrome c iso | structure 
202: 339 
hydroxylase isoform reconstitution 
divalent cation 210: 23 
hydroxylase recombinant regulation 
209: 249 
kinase gene tkl protein chicken 
> ‘ 


melanin concg hormone core 206: 23 
phosphatase pancreas somatostatin 
207: 1017 
phosphorylation B cell signalling 
review 210: 381 
phosphorylation Con A neutrophil 
206: 895 
protein kinase lyn substrate specifici= 
ty 204: 1159 
protein kinase substrate specificity 
determinant 201: 501 
protein phosphatase sequence src 
domain 209: 195 
JbCEPS2 
protein cDNA sequence Chlamydo= 
monas 202: 197 
Jbiquinol 
cytochrome c oxidoreductase mito= 
chondria Solanum 208: 761 
cytochrome oxidoreductase nonlinear 
inhibition mechanism 208: 315 
Jbiquinone 


QA QB charge recombination Chloro= 


flexus 202: 625 
reductase NADH dehydrogenase 
plant mitochondria 208: 481 
10 phase membrane mitochondria 
204: 1125 
Jbiquitin 
fusion protein sequence Chlamydo= 
monas 202: 197 
sequence ganglioside binding protein 
brain 210: 483 
Jbiquitinated 
protein degrdn ATPase proteolytic 
complex 206: 567 
Jncoupling 
protein brown adipose tissue 
203: 295 
protein brown adipose tissue confor= 
mation 210: 893 
protein reconstitution phospholipid 
vesicle 207: 135 
protein reconstitution phospholipid 
vesicle correction 209: 1063 
ndulin 
type XIV collagen 207: 549 
nfolding 
protein HBsu subunit structure 
204: 1049 
nsatd 
fatty acid diacylglycerol formation 
phosphatidylcholine 210: 601 
Jptake 
purine cytosine permease mutant 
yeast 204: 699 
racil 
nucleotide phosphonoacetylaspartate 
antitumor denovo salvage 
210: 293 
phosphoribosyltransferase sequence 
Escherichia 204: 51 
rea 
denaturation lambda repressor struc= 
ture 206: 15 
lactate dehydrogenase 205: 501 
rine 
fucosyl glycoasparagine fucosidosis 


NMR spectroscopy 201: 439 
Tamm Horsfall glycoprotein oligosac= 
charide structure 209: 895 
Urokinase 
laminin nidogen interaction 207: 937 
plasminogen activator antibody chim= 
era thrombolytic 205: 139 
plasminogen activator receptor anchor 
structure 208: 493 
plasminogen activator receptor mouse 
205: 451 
receptor binding PAI uPA hybrid 
207: 177 
receptor leukocyte paroxysmal noc= 
turnal hemoglobinuria 208: 397 
type plasminogen activator structure 
activity 205: 701 
Uroporphyrinogen 
decarboxylase gene sequence Saccha= 
romyces 205: 1011 
Uropygial 
gland alc dehydrogenase estrogen 
Anas 203: 449 
Uterus 
bombesin receptor sequence 
208: 405 
contraction vasopressin antagonist 
structure 201: 355 


attenuation orotate phosphoribosyl= 
transferase gene pyrE 206: 381 

GTP cyclohydrolase I Escherichia 
210: 561 

UV 

cleavage myosin subfragment | 
201: 409 

DNA repair mouse cell cycle 
204: 267 

gene expression cytokine polynucleo= 
tide 201: 483 

spectrometry polynucleotide confor= 
mation 210: 205 


RNA gene sequence mouse 206: 391 
U3A 
RNA gene sequence mouse 
205: 1033 
Vacuole 
hydrolase precursor maturation pro= 
teinase yscB 207: 867 
Valine 
7 surfactin Bacillus isolation structure 
202: 101 
Valyl 
tRNA synthetase elongation factor 
1H 201: 32 
Vanadate 
binding ATPase sarcoplasmic reticu= 
lum pressure 201: 265 
photocleavage myosin anion inhibition 
201: 409 
Vanillyl 
alc oxidase Penicillium 208: 651 
Variant 
cystatin sequence chicken 209: 837 
Vasodilator 
- > platelet cAMP cGMP 
205: 471 
Vv we. 
analog antagonist structure activity 
201: 355 
phenylalanine hydroxylase phospho= 
rylation hepatocyte phenylalanine 
206: 161 
Venom 
Agkistrodon thrombin carbohydrate 
structure 205: 961 
ammodytin 12 cDNA sequence Vipera 
204: 1057 
Conus conotoxin purifn characteriza= 
tion 202: 589 
Notechis nontoxic phospholipase A2 
sequence 202: 493 
scorpion toxin sequence 204: 281 
viper phospholipase A2 isoenzyme 





sequence 201: 675 
Vipera ammodytin L structure 
202: 1165 


Vesicle 


phospholipid uncoupling protein 
reconstitution 207: 135 


Vibrio 


lipopolysaccharide polysaccharide 
antigen 210: 491 

luciferase fusion product galactose 
dehydrogenase 204: 241 


Vigilin 


cDNA sequence chicken chondrocyte 
206: 625 

gene sequence evolution chicken 
209: 321 


Vimentin 


desmin gene regulation epithelial cell 
210: 509 

specific cathepsin G myeloid leukemia 
205: 947 


Vinculin 


metavinculin gene sequence human 
204: 767 


Viologen 


cytochrome hydrogenase pH reversed 
micelle 207: 587 


Viper 


venom phospholipase A2 isoenzyme 
sequence 201: 675 


Vipera 


phospholipase A2 sequence neurotox= 
icity 209: 635 

venom ammodytin 12 cDNA sequence 
204: 1057 

venom ammodytin L structure 
202: 1165 


Virus 


adeno mRNA translation factor el F4I 
207: 471 

alfalfa mosaic recombinant replicase 
subunit 203: 167 

Autographa californica multiple nu 
clear polyhedrosis 203: 161 

cowpea chlorotic mottle coat protein 
201: 489 

Epstein Barr ATPase EBNA2A anti= 
gen 207: 55 

Friend envelope glycoprotein gp71 
disulfide 203: 65 

gene V protein DNA 206: 605 

hepatitis delta recombinant antigen 
sequence 204: 515 

HIV! Nef protein structure function 
205: 1115 

HIV1 reverse transcriptase primer 
template 207: 351 

HTLV 1 proteinase sequence gene prt 
206: 919 

human immunodeficiency reverse 
transcriptase heterodimer 
206: 437 

influenza C sialoglycoconjugate ester 
ase 204: 209 

influenza hemagglutinin binding 
sialic acid 205: 147 

influenza hemagglutinin peptide 
conformation immunogenicity 
206: 421 

interferon responsive gene regulation 
206: 901 

Semliki Forest translation shut off 
208: 581 

Sendai fusion PC12 cell kinetics 
205: 181 

sialidase mechanism transition state 
intermediate 207: 335 

SV40 T antigen phosphorylation 
determinant 203: 239 

TMV RNA eukaryote gene translation 
209: 151 


Vitamin 


B12 Eubacterium dimethylbenzimida= 
zole erythrose formate 204: 679 
D binding protein actin site 203: 499 
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Vitellin 
Theromyzon 201: 191 
Vitellogenin 
Theromyzon 201: 191 
Voltage 
channel transport gap junction con= 
nexon 210: 249 
potassium channel nerve review 
202: 701 
Voltammetry 
cytochrome c3 computer program 
202: 385 
Von 
Willebrand factor binding collagen 
205: 363 
Vpu 
protein phosphorylation HIV1 casein 
kinase 204: 875 
Waist 
region phosphoglycerate kinase con= 
formation substrate 208: 115 
Water 
buffalo ruminant Hb evolution 
204: 509 
enzyme kinetics hydration org solvent 
202: 379 
Wax 
diester fatty acid uropygial gland 
203: 449 
Weighting 
method protein conformation 
210: 747 
WGA2 
isolectin 2 gene sequence 210: 989 
Wheat 
chloroplast sedoheptulose bisphos= 
phatase sequence 205: 1053 
embryo zinc metallothionien gene 
sequence 209: 971 
germ agglutinin gene cloning Saccha= 
romyces 210: 989 
seed development glycoprotein pseu= 
dogermin 209: 961 
Wolinella 
hydrogenase subunit gene sequence 
206: 93 
polysulfide reductase gene sequence 
206: 503 
Xenopus 
acetylcholinesterase precursor expres= 
sion Drosophila 203: 513 
embryo alpha actin gene regulation 
208: 24 
embryo ornithine decarboxylase poly= 
amine 202: 575 
oocyte specific protein sequence 
206: 673 
oocyte translation processing Galan= 
thus lectin 202: 23 
peptidylglycine alpha hydroxylating 
monooxygenase recombinant 
209: 189 
proopiomelanocortin gene sequence 
201: 129 
PSE Ambystoma UI RNA gene 
203: 443 
rRNA gene expression histone binding 
204: 977 
skin peptidylhydroxyglycine lyase 
cDNA sequence 201: 551 
tropomyosin mRNA 202: 431 
Xylanase 
A B Trichoderma 202: 521 
A Schizophyllum mechanism sub= 
strate specificity 204: 191 
Xylene 
monooxygenase NADH acceptor 
reductase Pseudomonas 209: 51 
Xylose 
oligosaccharide formation pathway 
sycamore 203: 401 
oligosaccharide specificity xylanase A 
Schizophyllum 204: 191 
Xylosidase 
Bacillus sequence kinetics 202: 1197 
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Xylosyltransferase 


specificity Acer 203: 401 


Yeast 


actin 206: 949 

ATP synthase assembly subunit 4 
205: 163 

catabolite repression review 206: 297 

colony stimulating factor glycosylation 
205: 1163 

cytochrome cl heme lyase sequence 
207: 1093 

debranching enzyme branched cyclo= 
dextrin 206: 345 

endonuclease pretRNA splicing sub= 
strate structure 210: 193 

expression system cytochrome P 
4503A4 207: 109 

fatty acid synthetase subunit regula= 
tion 203: 607 

IGF disulfide bond 206: 987 

inorg pyrophosphatase pyrophosphate 
hydrolysis synthesis 206: 463 

lysosome proteinase PrB precursor 
processing 203: 641 

lysyl tRNA synthetase substrate 
discrimination 204: 1015 

membrane ATPase heat shock protein 
206: 635 

membrane cell mitochondria cAMP 
receptor 202: 299 

metab carbon 13 NMR 201: 715 

mitochondria NADH dehydrogenase 
sequence transport 203: 587 

mitochondria proton permeability 
induction ATP 208: 487 

phosphoglycerate kinase conformation 
phenylalanine 205: 93 

phosphoglycerate kinase fragment 
folding 202: 1083 

phosphoglycerate kinase structure 
domain interaction 202: 1157 

phosphoglycerate mutase active site 
histidine 207: 709 

protein initiation factor gene sequence 
201: 643 

protein YapS4p sequence 202: 569 

proteinase yscJ 203: 571 

trehalose phosphate synthase subunit 
sequence 209: 951 

tubulin purifn microtubule 210: 343 

uptake purine cytosine permease 
mutant 204: 699 


Yolk 


protein ovohemerythrin leech 
209: 563 


Y2 


receptor neuropeptide Y cyclic analog 
206: 957 


Zajdela 


hepatoma mitochondria nucleus gene 
transcript 205: 1187 


Zea 


cystatin I precursor cDNA sequence 
209: 933 


Zinc 


binding carbonic anhydrase anion 
210: 867 

binding peptide alc dehydrogenase 
205: 467 

binding SI nuclease essential carbox= 
ylate 210: 437 

cobalt metallothionein binding 
209: 335 

metallothionien gene sequence wheat 
embryo 209: 971 

regulatory factor metallothionein 
gene human 210: 555 

substitution azurin coordination 
crystal structure 205: 1123 


Zona 


pellucida PZP3 glycoprotein oligosac= 
charide correction 207: 1130 

pellucida PZP3 glycoprotein oligosac= 
charide structure 204: 1089 
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Zucchini 
ascorbate oxidase copper site struc> 
ture 209: 597 
Zymomonas 
glucose fructose oxidoreductase kinet= 
ics 205: 715 




















